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Roberto de le Deuhihurst = 


Rogero dele Dewyhurst = 
d.s.p.m. legit 


Avina de Samlesbury 
d.s.p.m. legit 


Ricardo del Dewehirste = 
of Saleburi 
Gentleman, b. ¢. 1355 


Matillis del Dewehirste 
of Saleburi 
b. bef. 1363 


John de Dewhurst = 
Yeoman-Valet Archer 
c, 1397. Agincourt 


Geoffrey de Dewhurst. = 
Gentleman. Escuire. 
c. 1380 Saleburi 





‘Adam de Dewhurst 
Gentleman. Escuire. 
¢, 1400 Saleburi 


Geoffrey de Dewhurst 
Gentleman. Escuire. 
¢. 1404 Saleburi 


William de Dewhurst 
Velettus. King's Army 
©. 1425c. Expedition 
to France 1443 





John de Dewhurst = 
Gentleman heir 

b.c. 1420 Dewhurst 
Hall, Le Dewhurst 


Henry de Dewhurst 
Gentleman b.c 
1422 Dewhurst 
Hall, Le Dewhurst 


William de Dewhurst = = 
Gentleman, heir 
b,c. 1450 Dewhurst 
Hall, Le Dewhurst 


Oliver de Dewhurst = 
Gentleman, heir 

b. c, 1470, Dewhurst 
Hall, Le Dewhurst 


Henry de le Dewyhurst 


‘Adam dele Dewyhurst = 
Gentleman b. ¢. 1290 


Rogero dele Dewyhurst = 
‘The Elder of Livesey, gent. 
b. c. 1310 Dewhurst Hall 


Rogero de le Dewyhurst = 
‘The Younger, gentleman 
b. c, 1330, Dewhurst Hall 


Roberto del Dewehirste = 
of Billington b. c. 1370 
Gentleman, b. c. 1358 


Thomas de Dewhurst Ralph de Dewhurst 





Willelmo del Dewehirste 
of Ashton-in-Makerfield 
Gentleman, b. ¢. 1360 





= Raulyn de Dewhurst Nicholas de Dewhurst 





Gentleman. Escuire. Gent. Valettus. c. 1393 Valettus. b. c. 1395, Valettus. Expedition to 
b. c, 1385. Harfleur Battle of Agincourt. Battle of Agincourt. France 1417. b. c. 1397 
Chris. de Dewhurst Charles de Dewhurst Perkyn Dewhurst 
Christopher de Dewhurst Thomas de Dewhurst of Ribchester, c. 1422 Valettus, King's Army Valettus, King’s Army 
Gentleman. Escuire. Gentleman. Escuire. Valettus, King's Amy. Tombelaine, France Expedition to France 
¢. 1403, Billington Tombelaine Ord, Priest, York 1446 b.0. 1417 1443. b. c. 1425 
Falaise by Archbishop John. 
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John de Dewhurst = Alice Usherwood Robert Dewhurst Geoffrey Dewhurst = Richard Dewhurst Margaret John Dewhurst = Joan Peter Duhurst = Robert Dewhurst = Thomas Dewhurst = Anne 
Gentleman, heir of Shorrock Hey Gentleman of Gentleman of b. c. 1482 b.c, 1482 b. c. 1485 b.c. 1485 Parish Bromshyll Yeoman, Dunstaple Farmer of Ribchester 
b,c. 1490 Dewhurst Pleasington Harrows Bank Harrows Bank bur. 20 Mar 1538/9 bur. 4 Dec bur. 17 Mar ¢. 1500, oc. 1537 sued 1505 for debt b,c. 1500, bur. 1563 
Hall, Le Dewhurst Dutton, Later Dutton 1539 1540/1 Probate 1563 
Leaseholder of 
‘The Noah's Ark’ 


City of Oxford 





William de Dewhurst = Elizabeth Aspenhall John Dewhurst = Isabella Dugdale 
Gentleman, heir of Standen Hall b. c. 1524, mar. 
b.c. 1518, mar. 12 Feb 1548/9 


15 Feb 1543/4 


bur. 3 Mar 1572 











‘Ann Dewhurst = John Gabbet 
b. ©. 1520, wid. 
by 1588 


Robert Dewhurst 
Gentleman, MA. 
Oxford University 
Fellow Univ. Coll 
Master Rivington 
Grammar. 0.1588 





Barnard Dewhurst = = 
Armiger, Gent. of 
Cheshunt, Secretary 
Viscount Burleigh 

b. 1533. Grays Inn 

2 Feb 1582. Queen's 
Woodward for Herts. 

Res. Chesh. Nunnery 

d. 1596 


Anne Warde 

niece of Magdalene 
Cheke, (sister-in-law 
of William Ceci 


Roger Dewhurst = Jeanna Foole 
Gentleman, mar. 

14 May 1558, b. 

b.c. 1534, decd. 

by 1588 
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John de Dewhurst = Grace Boyes James de Dewhurst Robert de Dewhurst = Eliz.Baron Annde Dewhurst Giles Dewhurst Robert Dewhurst = Katherine Hoghton Richard 1. Thomas Sir Rbt. Dewhurst Sir Bern. Dewhurst Cath. ux. Drywood 
Gentleman, heir | d. heiress of Gentleman, Sizar at Gentleman, c.1565 | ofGreat Grace Dewhurst Christ Church Gentleman Alston | dau. Sir Richard John 2. Henry Trinity Coll. Cam. Knighted 1611. Anne ux. Dormer 
bp. 30Jan 1546 | Henry Boyes Queen's College mar. 11 Jul 1580 Harwood Oxf.B.A 1570 b,c. 1579, bur. Hoghton of 5.John Grays Inn, Custos Synod of Dort 
mar. 19 Apr 1563 Boyes House Cambridge Univ. bur. 1634 at Mitton M.A. 1573, d. Mar 1623, Rib. Hoghton Tower Brevium de Banco nom. Judge of the 
Ord. 1 Jun 1575, 1577 in coll. Regis Admiralty, Dean 
Rector of Cong. of the Arches 
William de Dewhurst = Ellen Southworth John de Dewhurst Ellen ux, Banastre Thomas de Dewhurst = Jane James de Dewhurst = Mary Ashe Lt John Dewhurst = Anne Walkeden William Dewhurst Robert Dewhurst Ann ux Eccles 
Gentleman, heir d. Thom. Southw. Gentleman Mary ux. Southworth Gentleman of Wadd. Gentleman of Bay. | d. George bp. 7 Apr 1603 | d. Ralph Walked. Marston Moor Marston Moor —_Eliz. ux. Crook 
b. 1581 Boyes House of Samlesbury B.A. Corpus Chr. bp. 22 Aug 1582 G.H. bp. 27 May 1584 Ashe of Royalist Army in of Lancaster obiit sine prole obiit sine prole 
St Mary's Hall 1608, M.A. 1611 bur. 1657 Ribchester Bayley the North 


Ord, 17.02.1614 
Writ 15 Aug 1621 


Oxf. Univ., Grays 
Inn 1601. Armiger 





Arms: erm. three Excommunicate 
esc. gules. Crest: Capiendo 

wolf's head couped 

erminois 

Lt. Co. William Dewhurst. = — John Dewhurst Rev. Rot Dewhurst = 


Anth, Dewhurst 
Geo. Dewhurst 


Brasenose, M.A. 
Oxford University 
Ord. 25 Apr 1563 


Royalist Army in the N. 
Enalish Civil War 






Robert Dewhurst = 


Rev. Thomas Dewhurst = 
Curate of Whitworth 
Chapel. bur. 1697 at 
Gorton Manchester 


Josias Dewhurst = Anne Howorth — Naomy 
mar. 8 Feb 1665 | of Rochdale 





Robert Dewhurst 
Mary of Comberall 





Sicelie Smithe John Dewhurst = Isabell 1. William 2. Robert Dewhurst = Margret Gotham Robert Dewhurst = Francis Wood John 

of Manchester of Gomberall Anne 3.Giles Royalist Army N. |. Geo. Cotham of Clayton William 
Royalist Army Alice of Dilworth Katherine 
iin the North Martha 


The Dewhursts of Saint Croix 


James Dewhurst 
of Bayley 





Robert Dewhurst = 


Bridget 


Thomas Dewhurst John Dewhurst 


John Dewhurst Robert Dewhurst 
bp. 18 Oct 1702 
mar. 4 Aug 1726 
bur. 6 Feb 1768 


Probate 


Anne Heartley 


Thomas Dewhurst = Lettice Wilkinson 
bp. 22 Feb 1746 

mar. 21 May 1771 

d.4 Jan 1817 


Martha Dewhurst 





John Dewhurst = Jenny Thompson 
bp. 13 Nov 1772 

mar. 21 Feb 1792 

d. Jul 1860 


Elizabeth Dewhurst 


Josias Dewhurst 





Marie Dewhurst Ann Dewhurst 


Anne Kelly Isabell Dewhurst 


Margret Dewhurst 





Cicely Dewhurst 
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Mary Dewhurst James Dewhurst Thomas Dewhurst Henry Dewhurst = Isabella Sellars Robert Dewhurst 
b. 4 Nov 1804 
m, 2 Nov 1828 
4.10 Apr 1886 
John Dewhurst = Jane Cockshott Maria Dewhurst Nicholas Dewhurst Jane Dewhurst Eliz. Dewhurst Fergus Dewhurst 
b.26 Oct 1830 | of Padinam 
m. July 1852 
d. Jul 1905 





Eli Dewhurst = 
Innkeeper 


Havelok Dewhurst = Margret Aikin William = Sarah = Thomas. Mary Abert Jane 


b. 21 Mar 1858 
m. 25 Sep 1879 
d. 18 Nov 1918 


Percy DewhurstDCMMM — William Dewhurst = Percy Dewhurst Herbert Aikin Dewhurst = Ada Todhunter 


79th Tunneling Co. RE British Army ‘Cameronians Collier. b. c. 21 Nov d. Thomas Todhunter 
WWI, award. Imperial Emig. Aus. Scottish Rifles mar. Apr 1909 Blacksmith 
Service Medal 2nd Battle Ypres d. 15 Jan 1961 Worsthorne 

Battle of Loos 





Ivy Dewhurst Jack Dewhurst = Jean Grainger Harry Dewhurst 
Cabinet Maker | Painter 
b.2Oct 1921 | d,29 Dec 2020 
m. Apr 1945 
d. Apr 1998 





Neil Francis Dewhurst 


(Esther) Helan Merry 


b. Apr 1949 Burnley 
m. Jan 1969 Lancaster 





Jane Dewhurst = Keith Fisher Ruth Dewhurst 


ACI, LL.B. (HONS) 


David Sparkes Mary Dewhurst 
FCIl, BIBA 


John Ashley Dewhurst 


Carpenter 





(Stuart) Peter Dewhurst = Christine Hartley 





Angela Edwina Dewhurst 
Entrepreneur 
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Kevin Dewhurst 
evin Dewhurst Confirmed Haplogroup 


I-Y31119 


English Norse Heritage 
Stuart William Dewhurst 
LL.B. (HONS) , FRSA 
Freeman of Lancaster 


CCT 











Somerset, Sir John Talbot, First Earl of Shrewsbury, First E: 
Willoughby de Eresby Ki 
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he shields above display some of the Arms under which the House of Dewhurst (De Le Deuhihurst) served, in England, Wales and France, between the years of 1403 and 1443, ‘They represent the official arms of King Henry V, of 
the House of Lancaster, Thomas Beaufort, Duke of Exeter, John of Lancaster, First Duke of Bedford KG, William de la Pole, First Duke of Suffolk KG, Humphrey of Lancaster, Duke of Gloucester, John Beaufort, First Duke of 
arl of Waterford and Seventh Baron Talbot KG, Thomas Lord Scales KG, Sir Thomas de Montacute, Fourth Earl of Salisbury KG, Sir Robert de Willoughby, Sixth Baron 
, Thomas Neville, Fifth Baron Furnivall, Sir John Radcliffe KG and Sir Thomas Rempston KG. The Dewhursts served at Harfleur, Agincourt, Rouen, Bayeaux, Neuilly, St Lo, Coutances, L’Eveque, Alencon, 
Anjou, Maine, Vernon, Meung-sur-Loire, Verneuil, Orleans, Tombelaine, Falaise, Vire, in the Marches of Avranchin, and Mortain, in the D. 





ace of _Domfront, at the Fortress of St Suzanne and at the Siege of St Ceneri 
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Family | Understanding Your Y-DNA111 Results | 


Thank you for testing at Family Tree DNA. 


Your Y-DNA111 results are complete. These results are the first step in understanding your 
genetic ancestry through your direct paternal line. 


This guide will explain how your results help with genealogy and distant ancestry as well as how 
to use your myFTDNA personal account. 


The Direct Paternal Line 


Your direct paternal lineage is the line that follows your 
father’s paternal ancestry. This line consists entirely of men. 
Your Y-Chromosome DNA (Y-DNA) can trace your father, his 
father, his father’s father, and so forth. It offers a clear path 
from you to a known, or likely, direct paternal ancestor. 


£3 G8 £29 Bf 


Note that you and your matches may share ancestors on 
other parts of your family tree; however, those matches are a 
coincidence. 





Matching for Genealogy 


Your Y-DNA may help you find genetic cousins along your direct paternal line. For Y-DNA111 results, 
Probability that the MRCA we report your results for STR markers. STR marker 
lived no longer than this values change slowly from one generation to the 

|number of generations ago. next resulting in distinctive sets of results. We 
compare your set of results to those of other men in 
our database. The range of possible generations 
before you share a common ancestor with a match is 
wide. Your Y-DNA111 exact matches (0 Steps) may 
be recent, but they may also over a hundred years in 
the past. Your matches that have one marker 

MRCA = Most Recent Common Ancestor difference (1 Step) may be even more distantly 

related. We show this in the table on the left. 





The wide range in the test results does not prevent those results from being useful. You can use this 
clear paternal line to provide evidence to support a relationship. You first trace two or more male 
lineage descendants of a single man utilizing traditional genealogy research. The descendants then 
test their Y-DNA. If they are exact matches, it is evidence that supports the relationship. Not 
matching usually disproves the relationship. 


Planned comparisons are the best choice. However, you can still find your common ancestor with 
matches. To do so, use your known paternal genealogy. For each match, look first for a shared 


Family Tree DNA - Gene by Gene, Ltd. 1445 North Loop West, Suite 820 Houston, Texas 77008, USA 
Phone: (713) 868-1438 
info@FamilyTreeDNA.com 
www.familytreedna.com 
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surname if you come from a culture where surnames have followed paternal lines. Then look for 
common geographic locations on the direct paternal line. Work through each of your ancestors on 
this line as well as their sons, their sons’ sons, and so forth. 


Comparing genealogical records is vital when using Y-DNA matching to help you in your research. 
You need to enter all that you know about your direct paternal line in your myFTDNA account. 
See the “Quick Steps” reference page for step-by-step instructions on how to set up your account 
and access your matching information. 


The Science of Your Direct Paternal Line 


Your Y-Chromosome is a sex chromosome. Sex chromosomes carry the genetic code that makes 
each of us male or female. All people inherit two sex chromosomes. One comes from their mother 
and the other from their father. You and other men receive a ¥-Chromosome from your father and 
an X-Chromosome from your mother. Men and only men inherit their father’s Y-Chromosome. 
Thus, it follows the same path of inheritance as your direct paternal line. 


STR markers are places where your genetic code has a variable number of repeated parts. We 
report your STR marker results as the measured number of repeats for each marker. In the example 
below, the marker DYS393 has 12 repeats. 


12 


po eee ee 2 eee ae ee 


Over many generations, the number of repeats in each STR marker changes. The number of repeats 
may go up or down. These changes create the patterns (haplotypes) of individual lines. This process 
is random. It is not possible to predict that any one marker will change between any set of 
generations. We do know though how often on average these random changes happen. Thus, we 
can estimate how closely related two men are by using the similarity of their results. 









DY8438 





Your Ancestral Origins 


Our Y-DNA marks the path from our direct paternal ancestors in Africa to their locations in historic 
times. Your ancestors carried their Y-DNA line on their travels. The current geography of your line 
shows the path of this journey. Your Y-DNA111 results use two ways to explore your paternal 
origins. 


The first method uses your main (backbone) branch on the paternal tree. This is your Y-DNA 
haplogroup. Scientists study the history of populations across geography and time using Y-DNA. 
They use both the frequencies of each branch in modern populations and samples from ancient 
burial sites. With these, they are able to tell us much about the story for each branch. This traces 
back hundreds, thousands, or even tens of thousands of years. Your branch on the tree tells you 
where your paternal ancestors are present today and about their likely migration paths. We review 
what scientists know about your Y-DNA Haplogroup on the Y-DNA — Haplogroup & SNPs page of 
your myFTDNA account. 


Family Tree DNA - Gene by Gene, Ltd. 1445 North Loop West, Suite 820 Houston, Texas 77008, USA 
Phone: (713) 868-1438 
info@FamilyTreeDNA.com 
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The second method uses your haplogroup with your STR marker results. We use these to match you 
to others in our database. These matches are more likely to share your line in historic times. 
Country frequencies thus reflect your ancestors’ recent history. Both the Y-DNA — Haplogroup 
Origins and the Y-DNA — Ancestral Origins pages show this information. 


See the “Quick Steps” reference page for step-by-step instructions on how to access this 
information. 


Privacy and Courtesy Standards 


Privacy 


Family Tree DNA cares about your privacy. When you use our internal database, we can assure your 
privacy. Please use caution if anyone asks you to export your results to other databases not 
endorsed by Family Tree DNA. Be sure you have confidence in the privacy protections of whoever is 
requesting your data. You should not ever share your kit number and password outside of Family 
Tree DNA. 


Courtesy Standards 


Family Tree DNA would like genetic genealogy and DNA testing to be an enjoyable experience for 
all. We ask that our customers treat each other, project administrators, and Family Tree DNA staff 
with courtesy and respect. When your matches reach out to you, please respond to them. Even an 
answer of “I don’t know” is better than no answer. At all times, respect the privacy of others. 
Everyone has his or his own comfort level for sharing genetic information. The best policy is to ask 
before doing. 


Resources 


Useful links: 


myFTDNA 2.0 User Guide: Y-DNA - http://www.familytreedna.com/fag/answers.aspx?id=48 


Understanding Results: Y-DNA STRs - http://www.familytreedna.com/faq/answers.aspx?id=9 


Understanding Results: Y-DNA Haplogroups & SNPs - 
hitp://www.familytreedna.com/fag/answers.aspx?id=26 


Understanding Results: Y-DNA TIP - (Family Tree DNA Time Predictor) 
http://www.familytreedna.com/fag/answers.aspx?id=51 


Understanding Results: Walk Through the Y (WTY) - 
http://www.familytreedna.com/fagq/answers.aspx?id=27 


Y-DNA Library of Scientific Papers - http://www.familytreedna.com/y-dna-papers.aspx 
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Glossary (complete) — http://www.familytreedna.com/faq/answers.aspx?id=21 


Common Terms 


Genetic Cousins - These are individuals whose DNA test results match one another indicating shared genetic 
ancestry. 


Haplogroup - A haplogroup is a major branch on either the maternal or the paternal tree of humankind. 
Haplogroups are associated with early human migrations. Today, these designations can be associated with 
a geographic region or regions. 


Haplotype - A Y-DNA haplotype is the set of values for a group of Y-DNA STR markers. Two individuals that 
match exactly on all markers have the same haplotype. 


MRCA (Most Recent Common Ancestor) - The ancestor shared most recently between two individuals. 


Mutation - Mutations are changes to your DNA code. They are natural copying errors. One analogy is to 
think of a copy machine that is making many copies of a page. Occasionally, it will make a mistake; an e 
might look more like an 0, for example. This is a mutation. If you then take that page with the o and copy it, 
it will pass on its mutation to all of its descendant copies. Note, the term mutation in this sense does not 
refer to anything medical. 


Mutation Rate - A mutation rate is how often on average DNA changes. This can be either for a specific STR 
marker or for a length of genetic code. It is how often small copying errors happen. Note, the term mutation 
in this sense does not refer to anything medical. 


Polymorphism - A Polymorphism is a mutation that has reached a greater than 1% frequency in a local or 
global population. In genetic genealogy, we most often use it to describe backbone branch defining 
mutations. These are related to backbone haplogroups. Note, the terms polymorphism and mutation in this 
sense do not refer to anything medical. 


Polymorphism Rate - A polymorphism rate is how many polymorphisms a given length of DNA is likely to 
have. It and the mutation rate are related, but it is a measurement of the expected number or 
polymorphisms for a given length of DNA rather than how often they occur. Note, the terms polymorphism 
and mutation in this sense do not refer to anything medical. 


STR (Short Tandem Repeat) - A short DNA motif (pattern) repeated in tandem. ATGC repeated eleven times 
would give the marker a value or allele of 11. 


TMRCA (Time to Most Recent Common Ancestor) - The amount of time or number of generations since two 
or more individuals have shared a common ancestor. Since mutations occur at random, the estimate of the 
TMRCA is not an exact number {i.e., 7 generations), but rather a probability distribution. For Y-DNA, as more 
STR markers are compared the TMRCA estimate becomes more refined. 


X-Chromosome - One of the two sex chromosomes, X and Y. X is the sex chromosome that is present in both 
sexes, singly in males and doubly in females. 


Y-Chromosome - One of the two sex chromosomes, X and Y. The Y-Chromosome passes down from father to 
son. Females do not receive it. As the Y-Chromosome is passed on through the paternal line, it is valuable for 
surname and male lineage based genealogy studies. 
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Genealogy Quick Steps 


Entering Your Ancestry Information 


Your myFTDNA account has two places for you to enter ancestry information. They are the My 
Account — Most Distant Ancestors page and the My Account — GEDCOM/Family Tree page. After you 
enter information, you will be ready to access and contact your matches. 


The My Account — Most Distant Ancestors page is where you enter basic information about your 
most distant known ancestor (MDKA) on your direct paternal line. To do so: 


Log in to your myFTDNA account. (https://www.familytreedna.com/login.aspx 

2 On the top menu bar, find the My Account menu. 

3; From the My Account menu, select Most Distant Ancestors. 

4 On the My Account — Most Distant Ancestors page, look for the Direct Paternal area in 
the Most Distant Ancestors section. 

5. In the Direct Paternal area, select the Country of Origin. lf you are not sure of this, select 
Unknown. 

6. In the Direct Paternal area, enter the name, date of birth, and date of death of your 
most distantly known direct paternal ancestor in the Name field. 

F i Click the Save button to save your changes. 

8. On the My Account — Most Distant Ancestors page, find the Direct Paternal area in the 
Ancestral Locations section. 

9. Click the Add Location button to launch the Ancestral Locations Map wizard. 

10. In the Paternal Location section, click the blue Edit Location button. 


“1. Follow the steps to add your direct paternal most distantly known ancestor’s location. 
This is usually the place where she was born. If you do not know that, it can also be 
where she was married or where she died. 


The My Account - GEDCOM/Family Tree page is where you upload an electronic file of your 
pedigree. GEDCOM is the standard format for sharing electronic pedigree information, and almost 
all genealogy software packages are able to export to standard GEDCOM format (.ged). To upload 
your file: 


1. First, you must export your GEDCOM file from the software in which you developed your 
family tree (you should be able to do this by clicking on File in that program and then 
Export to save this file to your computer). Please note that Family Tree DNA does not 
host or offer customer support for any GEDCOM software. 

Log in to your myFTDNA account. (https://www.familytreedna.com/login.aspx) 

On the top menu bar, find the My Account menu. 

From the My Account menu, select GEDCOM/Family Tree. 

On the My Account —- GEDCOM/Family Tree page, look for the GEDCOM section and the 
Next button. 

6. Click on the Next button to start the GEDCOM Upload wizard. 
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Family | Understanding Your Y-DNA111 Results | 


Accessing Your Matches 


You may view your Y-DNA Full Sequence matches on our website by following these steps: 


a Log in to your myFTDNA account. (https://www.familytreedna.com/login.aspx) 
2: On the top menu bar, find the Y-DNA menu. 
3. From the Y-DNA menu, select Matches. 


The Y-DNA — Matches page has two sections. The top Filter Matches section is where you can 
change the testing level and filter for specific parameters. The bottom Matches section is where 
you can view your matches. To view your most recent Y-DNA111 matches: 


i. In the Filter Matches section, change the For: field to Y-DNA111. 
2. Click the orange Run Report button 


By default, your most recent matches will be at the top of the report. You can read about additional 
settings for the Y-DNA — Matches page by clicking on the blue page Help button at the top of the 
page. 

Ancestral Origins Quick Steps 
Y-DNA Haplogroup Information 


To find information about your paternal branch (haplogroup): 


1: Log in to your myFTDNA account. (https://www.familytreedna.com/login.aspx) 
2. On the top menu bar, find the Y-DNA menu. 

3. From the Y-DNA menu, select Results. 

4. On the Y-DNA — Haplogroup & SNPs page, description of your haplogroup. 


Haplogroup and Ancestral Origins Information 


To find information about your more recent ancestral origins, begin with the Y-DNA — Haplogroup 
Origins page: 


1. Log in to your myFTDNA account. (https://www.familytreedna.com/login.aspx) 

2, On the top menu bar, find the Y-DNA menu, and then select Haplogroup Origins. 

3: On the Y-DNA — Haplogroup Origins page, look for blue Help button. The help section 
describes how to interpret the table of populations and frequencies on the page. 


Next, check the Y-DNA — Ancestral Origins page: 


a Log in to your myFTDNA account. (https://www.familytreedna.com/login.aspx) 

2. On the top menu bar, find the Y-DNA menu, and then select Ancestral Origins. 

5. On the Y-DNA — Ancestral Origins page, look for blue Help button. The help section 
describes how to interpret the table of populations and frequencies on the page. 
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SUMMER SALE EXTENDED THROUGH SEPTEMBER 3RD! SAVE ON FAMILY FINDER (bttps://www.familytreedna.com/products/family-finder), Y-DNA 
(https:/www.familytreedna.com/products/y-dna), & mtDNA (https://www.familytreedna.com/products/mt-dna)! 


Y-DNA - Standard Y-STR Values 


PANEL 1 (1-12) @ (/PDFS/?PATH=%2FPDF-DOCS%2FTR_Y12M.PDF) 


Marker DYS393 DYS390 DYS19 ** DYS391 DYS385 DYS426 DYS388 DYS439 DYS3891 DYS392 D 
Value 13 23 15 10 14-14 11 14 11 12 1 
PANEL 2(13-25) @ (/PDFS/?PATH=%2FPDF-DOCS%2FTR_Y25M.PDF) 
Marker DYS458 DYS459 DYS455 DYS454 DYS447 DYS437 DYS448 DYS449 | 
Value 15 8-8 8 11 23 16 20 30 12 
PANEL 3 (26-37) © (/PDFS/?PATH=%2FPDF-DOCS%2FTR_Y37M.PDF) 
Marker DYS460 Y-GATA-H4 YCAII DYS456 DYS607 DYS576 DYS570 CDY DYS442 
Value 10 10 19-21 15 14 17 21 34-39 13 
PANEL 4 (38-47) @ (/PDFS/?PATH=%2FPDF-DOCS%2FTR_Y67M.PDF) 
Marker DYS531 DYS578 DYF395S1 DYS590 DYS537 DYS641 DYS472 DYF406S1 
Value 11 8 15-15 8 11 10 8 9 
PANEL 4 (48-60) © (/PDFS/?PATH=%2FPDF-DOCS%2FTR_Y67M.PDF) 
Marker DYS425 DYS413 DYSS57 DYS594 DYS436 DYS490 DYS534 DYS450 DYS444 DYS481 DYS520 
Value 12 23-25 15 10 12 12 16 8 13 25 20 
PANEL 4 (61-67) @ (/PDFS/?PATH=%2FPDF-DOCS%2FTR_Y67M.PDF) 
Marker DYS617 DYS568 DYS437 DYS572 DYS640 DYS492 
Value 13 1 12 10 11 12 
PANEL 5 (68-75) © (/PDFS/?PATH=%2FPDF-DOCS%2FTR_Y111M.PDF) 
Marker DYS710 DYS485 DYS632 DYS495 DYS540 DYS714 DYS716 
Value 31 12 8 17 24 Zt 
PANEL 5 (76-85) © (/PDFS/?PATH=%2FPDF-DOCS%2FTR_Y111M.PDF) 
Marker DYS505 DYS556 DYS549 DYS589 DYS522 DYS494 DYS533 DYS636 DYS575 
Value 11 12 at 13 12 9 11 11 10 
PANEL 5 (86-93) @ (/PDFS/?PATH=%2FPDF-DOCS%2FTR_Y111M.PDF} 
Marker DYS462 DYS452 DYS445 Y-GATA-A10 DYS463 DYS441 Y-GGAAT-1B07 
Value 13 31 11 13 21 16 11 
PANEL 5 (94-102) © (/PDFS/?PATH=%2FPDF-DOCS%2FTR_Y111M.PDF) 
Marker DYS712 DYS593 DYS650 DYS532 DYS715 DYS504 DYS513 DYS561 
Value 26 15 19 10 24 17 13 15 
PANEL 5 (103-111) © (/PDFS/27PATH=%2FPDF-DOCS%2FTR_Y111M.PDF) 
Marker DYS726 DYS635 DYS587 DYS643 DYS497 DYS510 DYS434 DYS461 
Value 12 22 19 13 14 18 9 12 
PANEL 6 (112-121) €@ (/LEARN/USER-GUIDE/Y-DNA-MYFTDNA/Y-STR-RESULTS-PAGE/) 
Marker FTY371 FTY303 FTY10 FTY284 FTY219 FTY324 FTY327 FTY394 DYS538 
Value 5 4 4 4 7 5 4 10 ial 
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PANEL 6 (122 - 131) 


Marker 
Value 


PANEL 6 (132 - 141) 


Marker 
Value 


PANEL 6 (142 - 151) 


Marker 
Value 


PANEL 6 (152 - 161) 


Marker 
Value 


PANEL 6 (162 - 171) 


Marker 
Value 


PANEL 6 (172 - 181} 


Marker 
Value 


PANEL 6 (182 - 191) 


Marker 
Value 


PANEL 6 (192 - 201) 


Marker 
Value 


PANEL 6 (202 - 211) 


Marker 
Value 


PANEL 6 (212 - 221) 


Marker 
Value 


PANEL 6 (222 - 231) 


Marker 
Value 


PANEL 6 (232 - 241) 


Marker 


Value 


PANEL 6 (242 - 254) 


Marker 
Value 


PANEL 6 (252 - 261) 


Y-DNA - Standard Y-STR Values 


@ (/LEARN/USER-GUIDE/Y-DNA-MYFTDNA/Y-STR-RESULTS-PAGE/) 


FTY19 FTY4 DYS577 
4 5 4 5 


@ (/LEARN/USER-GUIDE/Y-DNA-MYFTDNA/Y-STR-RESULTS-PAGE/) 


FTY246 FTY26 FTY368 FTY173 
5 4 5 5 


@ (/LEARN/USER-GUIDE/Y-DNA-MYFTDNA/Y-STR-RESULTS-PAGE/) 


FTY65 FTY168 FTY171 FTY136 
Vi 4 5 4 


@ (/LEARN/USER-GUIDE/Y-DNA-MYFTDNA/Y-STR-RESULTS-PAGE/) 


FTY297 FTY370 FTY103 FTY64 
5 4 4 4 


© (/LEARN/USER-GUIDE/Y-DNA-MYFTDNA/Y-STR-RESULTS-PAGE/) 


FTY316 FTY101 FTY204 DYS477 
5 4 5 8 


® (/LEARN/USER-GUIDE/Y-DNA-MYFTDNA/Y-STR-RESULTS-PAGE/) 


DYS499 FTY391 FTY353 FTY332 
8 7 5 5 


@ (/LEARN/USER-GUIDE/Y-DNA-MYFTDNA/Y-STR-RESULTS-PAGE/) 


FTY188 FTY369 FTY70 
5 6 11 5 


@ (/LEARN/USER-GUIDE/Y-DNA-MYFTDNA/Y-STR-RESULTS-PAGE/) 


FTY109 FTY356 FTY215 FTY105 
6 6 6 7 


@ (/LEARN/USER-GUIDE/Y-DNA-MYFTDNA/Y-STR-RESULTS-PAGE/} 


FTY208 DYF398B FTY43 
4 5 5 5 


@ (/LEARN/USER-GUIDE/Y-DNA-MYFTDNA/Y-STR-RESULTS-PAGE/) 


FTY388 FTY256 DYS580 FTY234 
6 6 9 s 


@ (/LEARN/USER-GUIDE/Y-DNA-MYFTDNA/Y-STR-RESULTS-PAGE/) 


FTY320 FIY7 FTY247 FTY211 
5 5 4 5 


@ (/LEARN/USER-GUIDE/Y-DNA-MYFTDNA/Y-STR-RESULTS-PAGE/) 


FTY138 FTY288 FTY264 FTY93 
5 6 6 4 


@ (/LEARN/USER-GUIDE/Y-DNA-MYFTDNA/Y-STR-RESULTS-PAGE/} 


FTY243 FTY322 FTY281 FTY153 
6 6 4 4 


@ (/LEARN/USER-GUIDE/Y-DNA-MYFTDNA/Y-STR-RESULTS-PAGE/) 
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FTY24 


FTY209 


FTY53 


FTY174 


FTY192 


FTY163 


DYS508 


10 


FTY123 


FTY13 


FTY268 


DYS474 


FTY3380 


FTY181 


FTY337 


FTY313 
10 


DYS502 
8 


DYS483 
11 


FTY242 


FTY139 


FTY39 


FTY138 


FTY160 


FTY81 


FTY386 


FTY362 


FTY172 


FTY83 


FTY214 


12 


DYS584 


8 


FTY27 


FTY376 


FTY115 


FTY359 


FTY62 


FTY387 


FTY342 


DYS493 


10 


FTY180 


FTY277 


FTY132 


DYS608 


FTY75 


FTY37 


DYS569 


11 


FTY121 


FTY400 


FTY361 


FTY152 


FTY161 


DYS581 


8 


FTY276 


FTY262 


FTY95 


DYS512 


8 


FTY373 


FTY390 


FTY74 


25 
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Marker 
Value 


PANEL 6 (262 - 271) 


Marker 
Value 


PANEL 6 (272 - 281) 


Marker 
Value 


PANEL 6 (282 - 291) 


Marker 
Value 


PANEL 6 (292 - 301) 


Marker 
Value 


PANEL 6 (302 - 311) 


Marker 
Value 


PANEL 6 (312 - 321) 


Marker 
Value 


PANEL 6 (322 - 331) 


Marker 
Value 


PANEL 6 (332 - 341) 


Marker 
Value 


PANEL 6 (342 - 351) 


Marker 
Value 


PANEL 6 (352 - 361) 


Marker 
Value 


PANEL 6 (362 - 371) 


Marker 
Value 


PANEL 6 (372 - 381) 


Marker 
Value 


PANEL 6 (382 - 391) 


Marker 
Value 


Y-DNA - Standard Y-STR Values 


DYS530 FTY45 DYS573 DYS542 FTY36 FTY304 
10 4 10 13 4 5 
@ (/LEARN/USER-GUIDE/Y-DNA-MYFTDNA/Y-STR-RESULTS-PAGE/} 
FTY183 FTY141 FTY299 FTY193 FTY124 FTY16 
6 5 1 5 6 6 
© (/LEARN/USER-GUIDE/Y-DNA-MYFTDNA/Y-STR-RESULTS-PAGE/) 
FTY397 FTY3 FTY67 FTY182 FTY334 DYS623 
4 6 4 4 5 "1 
eu LEARN/USER-GUIDE/Y-DNA-MYFTDNA/Y-STR-RESULTS-PAGE/} 
FTY383 FTY253 FTY285 DYS645 FTV17 FTY85 
5 4 10 8 6 10 
@ (/LEARN/USER-GUIDE/Y-DNA-MYFTDNA/Y-STR-RESULTS-PAGE/) 
FTY365 FTY35 FTY237 FTY238 FTY305 FTY56 
5 5 8 4 6 7 
eu LEARN/USER-GUIDE/Y-DNA-MYFTDNA/Y-STR-RESULTS-PAGE/} 
DYS539 FTY301 FTY366 FTY231 DYS618 FTY216 
10 4 4 5 12 7 
OU LEARN/USER-GUIDE/Y-DNA-MYFTDNA/Y-STR-RESULTS-PAGE/} 
FTY32 FTY265 FTY300 FTY143 FTY201 FTY199 
: 8 5 4 8 5 
@ (/LEARN/USER-GUIDE/Y-DNA-MYFTDNA/Y-ST! R-RESULTS-PAGE/} 
DYS507 FTY20 FTY116 FTY308 FTY177 FTY89 
10 6 6 5 8 4 
@ (/LEARN/USER-GUIDE/Y-DNA-MYFTDNA/Y. -STR-RESULTS-PAGE/) 
FTY396 FTY91 FTY29 FTY78 FTY229 FTY260 
7 5 8 5 6 5 
e {/LEARN/USER-GUIDE/Y-DNA&-MYFTDNA/Y-STR-RESULTS-PAGE/} 
FTY57 FTY377 FTY384 DYS466 FTY363 FTY137 
6 4 5 5 4 4 
@ (/LEARN/USER-GUIDE/Y- ~DNA-MYFTDNA/Y-STR-RESULTS-PAGE/} 
FTY217 FTY257 FTY120 FTY25 FTY252 FTY33 
"i 6 5 6 9 5 
eu LEARN/USER-GUIDE/Y-DNA-MYFTDNA/Y-STR-RESULTS-PAGE/} 
FTY176 FTY76 FTY66 FTY197 FTY385 FTY270 
6 6 6 4 4 6 
e {/LEARN/USER-GUIDE/Y-DNA-MYFTDNA/Y-STR-RESULTS-PAGE/} 
FTY159 FTY232 FTY156 FTY343 FTY296 FTY311 
6 6 4 6 5 5 
@ (/LEARN/USER-GUIDE/Y. -DNA-MYFTDNA/Y-STR-RESULTS-PAGE/} 
FTY112 FTY295 DYS616 FTY338 FTY196 FTY157 
14 5 13 4 5 8 
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FTY203 FTY291 
5 8 
FTY236 FTY185 
5 8 

FTY348 FTY357 
7 5 
DYS598 FTY375 
10 5 
FTY129 FTY352 
10 4 
FTY82 FTY393 
4 5 
FTY86 FTY98 
5 5 
FTY158 FTY22 
6 4 
FTY250 FTY364 
7 4 
FTY69 FTY72 
4 7 
FTY42 FTY54 
5 6 
FTY298 FTY198 
4 9 
FTY344 FTY178 
5 4 
FTY162 DYS551 
6 13 


FTY142 


FTY378 


FTY275 


10 


FTY325 


FTY292 


FTY155 


FTY144 


DYS476 


11 


FTY251 


FTY372 


FIY117 


FTY367 
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PANEL 6 (392 - 401) 


Marker 
Value 


PANEL 6 (402 - 471) 


Marker 
Value 


PANEL 6 (412 - 421) 


Marker 
Value 


PANEL 6 (422 - 431) 


Marker 
Value 


PANEL 6 (432 - 441) 


Marker 
Value 


PANEL 6 (442 - 451) 


Marker 
Value 


PANEL 6 (452 - 461) 


Marker 
Value 


PANEL 6 (462 - 471) 


Marker 
Value 


PANEL 6 (472 - 481) 


Marker 
Value 


PANEL 6 (482 - 491) 


Marker 
Value 


PANEL 6 (492 - 501) 


Marker 
Value 


PANEL 6 (502 - 511) 


Marker 
Value 


PANEL 6 (512 - 521) 


Marker 
Value 


Y-DNA - Standard Y-STR Values 


@ (/LEARN/USER-GUIDE/Y-DNA-MYFTDNA/Y-STR-RESULTS-PAGE/) 


FTY52 FTY131 FTY9 
- 5 6 12 


@ (/LEARN/USER-GUIDE/Y-DNA-MYFTDNA/Y-STR-RESULTS-PAGE/) 


FTY51 FTY345 FTY398 FTY111 
5 6 5 EY 


@ (/LEARN/USER-GUIDE/Y-DNA-MYFTDNA/Y-STR-RESULTS-PAGE/) 


FTY302 FTY354 FTY326 FTY88 
9 11 6 4 


@ (/LEARN/USER-GUIDE/Y-DNA-MYFTDNA/Y-STR-RESULTS-PAGE/) 


FTY167 DYS624 FTY134 FTY235 
5 9 10 S 


© (/LEARN/USER-GUIDE/Y-DNA-MYFTDNA/Y-STR-RESULTS-PAGE/) 


DYS585 DYS516 FTY293 FTY207 
9 = 5 4 


@ (/LEARN/USER-GUIDE/Y-DNA-MYFTDNA/Y-STR-RESULTS-PAGE/) 


FTY1070 FTY906 FTY331 
5 5 4 6 


@ (/LEARN/USER-GUIDE/Y-DNA-MYFTDNA/Y-STR-RESULTS-PAGE/} 


FTY280 FTY255 FTY59 DYS620 
4 PJ 5 8 


@ (/LEARN/USER-GUIDE/Y-DNA-MYFTDNA/Y-STR-RESULTS-PAGE/} 


FTY321 FTY92 FTY392 DYF392 
7 6 8 8 


@ (/LEARN/USER-GUIDE/Y-DNA-MYFTDNA/Y-STR-RESULTS-PAGE/) 


FTY282 DYS489 FT¥272 
4 6 11 5 


@ (/LEARN/USER-GUIDE/Y-DNA-MYFTDNA/Y-STR-RESULTS-PAGE/} 


FTY1103 FTY502 FTY743 
4 W 7 6 


@ (/LEARN/USER-GUIDE/Y-DNA-MYFTDNA/Y-STR-RESULTS-PAGE/) 


FTY512 FTY837 DYS642 FTY407 
5 5 9 4 


@ (/LEARN/USER-GUIDE/Y-DNA-MYFTDNA/Y-STR-RESULTS-PAGE/) 


DYS602 FTY587 FTY635 FTY904 
12 5 12 4 


@ (/LEARN/USER-GUIDE/Y-DNA-MYFTDNA/Y-STR-RESULTS-PAGE/) 


FTY71 FTY259 FTY108 FTY336 
4 5 5 5 
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FTY8 FTY318 
4 6 
FTY273 FFY382 
6 5 
FTY248 FTY267 
9 11 
FTY145 FTY14 
11 ] 
FTY278 FTY210 
7 7 
FTY31 FTY226 
5 4 
FTY349 FTY130 
5 4 
FTY290 FTY312 
4 7 
FTY239 FTY258 
4 6 
FTY670 FTY883 
13 4 
FTY935 FTY563 
4 3 
DYS543 FTY1148 
12 4 
FTY44 FTY233 
9 10 


FTY317 


FTY47 


FTY170 


FTY80 


DYS523 


12 


FTY335 


FTY119 


FTY135 


FTY49 


DYS631 


10 


FTY1016 


FTY861 


FTY274 


FTY99 


FTY30 


FTY60 


FTY269 
11 


DYS583 
9 


DYF398A 
43 


FTY150 
10 


DYS574 
10 


FTY1042 
14 


FTY1091 


FTY742 


FTY289 
14 


FTY147 


DYS453 


11 


DYS514 


17 


FTY530 


FTY339 


FTY58 


FTY294 


FTY41 


FTY510 


10 


FTY1049 


FTY433 


FTY942 
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PANEL 6 (522-531) © (/LEARN/USER-GUIDE/Y-DNA-MYFTDNA/Y-STR-RESULTS-PAGE/) 


Marker FTY945 FTY1051 FTY658 FTY625 FTY300 FTY818 FTY971 FTY509 FTY1025 
Value 4 5 7 4 11 5 4 4 13 


PANEL 6 (532-541) @ (/LEARN/USER-GUIDE/Y-DNA-MYFTDNA/Y-STR-RESULTS-PAGE/) 


Marker FTY984 DYS637 FTY832 FTY639 FTY998 FTY520 FTY445 FTY809 FTY428 
Value 5 11 4 11 8 6 11 5 8 


PANEL 6 (542-551) @ (/LEARN/USER-GUIDE/Y-DNA-MYFTDNA/Y-STR-RESULTS-PAGE/} 


Marker FTY897 FTY1064 FTY10388 FTY1052 DYF405 FTY310 FTY189 DYS488 FTY283 
Value 5 vA 4 7 6 9 5 14 8 


PANEL 6 (552-561) @ (/LEARN/USER-GUIDE/Y-DNA-MYFTDNA/Y-STR-RESULTS-PAGE/} 


Marker FTY578 DYS484 FTY858 FTY596 FTY915 FTY446 FTY452 FTY1006 FTY612 
Value 4 13 8 4 4 11 4 14 8 


Read before you download: We are committed to protecting the privacy of our customers. By downloading any raw data or reports, you hereby indicate that you at 
that data or have permission to download the data, and you further indicate your understanding that FamilyTreeDNA cannot in any way guarantee the security or pr 
downloaded data. Furthermore, you understand that by uploading your raw data to a third party application and linking it to your name, FamilyTreeDNA kit number, 
or any other identifying information, the security of your raw data and record is further put at risk and may lead to the violation of FamilyTreeDNA Privacy Policy. By 

your raw data, you assume the liability for any breach of privacy and release FamilyTreeDNA from any privacy violation that results either directly or indirectly from t 
raw data and/or upload to a third party application. 


Dow 
MICRO ALLELES 
Marker Result Normalized Result 
DYS710 31.2 31 
Terms of Service (/legal/terms-of-service) 
Privacy Statement (/legal/privacy-statement) 
Cookie Settings (/legal/cookie-declaration) 
Help (/contact) 
Learning Center (https://www.familytreedna.com/learn) 
D>ooe (/my/) (https (iitepis dented titra iipieinanl 


FamilyTreeDNA 


https://www familytreedna.com/my/y-dna-dys 5/5 


03/09/2019 . YFull | YReport (id: YF08966) 
HUULIEEUO SACD STUER Hil WT | HU UII UN 


YFull | YReport 
ID: YFO8966 


pesese G6 7X 
5 4 3 5 % Median depth coverage 


Length coverage 
bi = 


ESE SESE, share vRopon SR ree ee eS 
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ROOT (Y-Chromosome "Adam") 


| 
Ei Y9947 * 29415 Z7768 Y10177 *Z9808 YP3843 Y10034 *Z9567 Y9457+Z8465 YP3862 Y9486° 78553 Y9877+Z9314 


Y10188 * 29820 Y13320 Y10085 * 29629 Y9692 + Z8923 Y9583+*Z8745 Y9905+*Z9353 V238 Y10156°Z9774 Y9543 > 78686 
V2732 Y9718*Z9047 9909 » 29360 Y9456 + Z8464 Y9661 » Z8868*V2174 Y9898*Z9344 Y10040-Z9574 Y9603+Z8770 Y10073 
*Z9613 V250 Y9872*Z9304 Y9694+Z8925 11002 YP3866 Y10168+*Z9795 Y9856*Z9282 Y9591+Z8755 P305 YP3864 
Y10068 * Z9608 V2980 Y9798 + 29184 Vi61 *Vi61.1 * 161.2 Y9807+Z9202 V3222 A4698 « YP3839 YP3867 L1004 Z9661- 
Y10106 Y9768 *Z9128 V4189 Y9683*Z8907 Y9619*Z8801 Y10039 °Z9573 Y9988 * Z9474 *V3448 Y10195°Z9830 Y9910« 
Z9361 Y9759+* 29119 A4825 * YP3861 Y9647 *Z8844 V1360 V2843+Z9173 Z8834 Y9874+*Z9310 Y9793°Z9178 2368 Y9659 « 
Z8866 *V2162 YP3857 Y9558*Z8712 YP3846 L989 V3682 Y9697-Z8928 Y9680+Z8903 171 Y9843+Z9265 Y10061 + Z9601 
V2070 YP3849 V2842 V3315 Y9530* 28656 V241 Y9785*Z9163 10220-29874 Y9870*Z9301 Y9712+*Z9032 Y9950 + Zz9418 
Y9972 + 29451 Y9913+*Z9364 Y9855*Z9280 YP3848 YP3859 Y9643+Z8839 Y9635+Z8824 Y9747+°Z9101 YP3853 « Z9326 
Y10219 * Z9873 Y9513*Z8609 Y9953*Z9420 Y10019*Z9545 Y10197*Z9832 Y9986+Z9467 Y10075*Z9616 Y9998 - 29498 
L1112 Y9977 29457 Y9671 *Z8883 Y9735*Z9085 Y10201 *Z9840 44733 Y9969+Z9446 Y9622+Z8807 L1084 Z9116 Y9799~ 
Z9185 YP3840 Y9786 29164 YP3852 Y9846 + 79268 Y10119*Z9724 Y9592+Z8757 Y9567 °Z8723 Y9824-7Z9235 Y9569« 
Z8725 V3955 YP3858 V3624 Y9956*Z9426 Y9805*Z9192 29072 Y9854+Z9279 V1130 Y9614°Z8792 79045 YP3860 Z8845« 
V1808 Y9904 *Z9352 A4709° 15318 Y9620*Z8802 YP3844 Y9756+°Z9114 Y13319 V3937*Z9516 78743 Z9140+ 2613 
YP3855 YP3845 Y9971*Z9450 Y9895+*Z9340 Y9974+Z9454 A4826-YP3865 Y10169*°Z9796 Y9713+*Z9033 Z8529 Y 14726 
L1009 Y9669 * Z8880 *V2359 L1053 YP3851 Y10036*Z9569 Y9800- 79186 Y9623+Z8808 Y9624+*Z8809 L986 Y9863 « Z9292 
28772 28830 Y10090+2Z9636 V3711 YP3856 M9072 A4719 Y9501» 28584 V167 Y9873+°Z9309 V1522 Y9886-Z9327 79582 
29719 * Y10115 YP3863 29656 Z9709 V2349 V168 V3653 YP3850 Y9814+*Z9213 Y10053*Z9590 Y9794°Z9179 Y9490- 
Z8559 YP3841 \/i/4 L1005 YP3868 Y9639 YP3842 V3832 V1793 Y1459 Y9808~+Z9203 YP3891 L985 YP3854 Y9685 - 
Z8912 A4739 * YP3847 


PND vsz06 L1013_ Y9420 Y10869 Y8894 Y10883 Y8284 V221 Y10840 Y10877 Y10854 P108 Y8292 Y10860 Z17897 + 
V4072.1 Y8295 Y8297 Y8294 Y8278 Y8293 10882 Y8302 Y8300 Y10848 Y10870 Z11903*V1820 Yi0865 Y8279 Y8289 
Y8303 Y8301 Y8288 Z11917*V4076 Y8285 Y8280*FGC24622 Yi0864 Y8287 Y10857 Y8282 Y8281 Y10850 Y8298 
V2590 Yi0856 Z11900*Y8277 Y8299 Y10844 Z11893*V3785 Y10863 Y8291 Y8283 Y8286 


iBT | M9137 *V2952 M9159 * PF767 Vi9312 M9380 *PF1256 PF632°Z40404 WVi9382°PF1257 Y10861 M9026 - V2167 
M9178 M9251 *PF913 M9133+*PF715 \Vi9i13 M8952 M8961 °PF201 M9232 +PF880 19202 M9145 » PF733 « V3063 
M8972 \Vi9221 M299 M9356 M8968 - PF207 M8967 °Z11946 M9070 Y9452 217342 M9124 PF701 »V2804 M9157« 
PF766 M9081 Y8488 10843 Z12127 * M9378 M9379 + PF1253 M9110 » PF684 2561 M9054 M9349 M9036 « PF308 
M9361 M9396 M9214 \Vi9287 M9365 +*PF1218 M9226 -PF869 M9057 M9389 M9338 °PF1064 M9359 M9046  PF324 
M9322 * PF1049 M9027 L970+*PF1065 M9031 +*V2319 M9346 \9203 > PF837 M11781 *Z40396 M9238 L957 PF2s 
217366 * Y8309 M9240 + PF896 M9123 M9305*PF1022 PF918*Z40405 y10859+717365 M9372 M9297 « PF1003 « V4201 
M9103 » PF679 10568 M9292*PF995 1V\9249 PF809*M11773*Z40393 MS958-PF196 M9375 M9321 -PF1045 M9406 
M9278 * PF969 M9188 Y10885° 717362 M8997 * PF260 - V1395.1 M9099 + PF674 M9104 °PF680 M9021 - PF288 M9002 + 
PF267_ M9114 *V2579 Y9392*Z17336 M9177 Z17385+*Y8324 Y10845+Z17354. M8954*V1158 M9155-PF762 M9329 
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» M9174 *S1572 M8980 ° PF229 M9311 * PF1030 Y26760°A3036 M9204 M9231 °PF876 Y1547_2+*A4807_2*A4807 M9197 
M9254 K61 M9230*PF870 M9102 Y8310 PF592*Z40400 M9135 Y9417* 717337 M9394+PF1271 M9246 M9028 - 
PF298 * V2209 M9196 M9083 M9098 Y8307 Y8327*Z12129 \Vi9213 M9326 M9041 +*PF319 M9366 M9291 - V4025 
PF1407 * V21 * M8969 M9038 « PF313 *V2507 M9187 M9069 *PF635 M9411 °PF1315 L1060*PF1021 {9412 M9200 « 
PF835 M9223 °PF865 M9227 M9019 * PF286 *V1813 M9237 *PF890 Y8319 M9298 * 4213 *Z12093 ii9172 M9220 
M9148 » PF744 *V3107 M8951 M9269 *V3636 PF 1042 ° 740407 M9152°V3226 M8994 °V1347 Y8326 Y9451 M9126« 
PF703 * V2821 M9318 + PF1039° M8959 - PF198 M8983 °PF230 Y10889 *Z17346 M9042 PF1126 PAGES00024 - M9160 
PF1405 * V216 * M8953 -Y 10842 = 217340 L1062 * PF302 *V2352 M8976*PF215 M9266*PF946 Y9450 M8993 M9360 
M9112. M9146 M9017 * PF282*V1730 M9225+-PF868 Y1546_2+A4808_2+A4808 M9302 Y10888 M9393 Y9131 M9130- 
PF708 M9107 M9025*V2000 (9015 L418 M8960+*PF200 'Vi9219+CTS7503 M9094 + PF671 PAGES00026 « M9336 « 
PAGE26 M8988 M9176 M9267 » PF948 * V3601 M9169 M9030 *V2318 M9284 19011 M9420°A5288 M9331 « PF1057 
M9217 * PF857 V1219 « M11753 « PF243 * Z40386 M9319 M9001 \Vi9216 884 Y8311 M9288 » PF985 * V3998 V2315° 
M11756 * PF301 * 240389 Y10852° 717356 PF601 M8999 9286 Y10847 * 217359 M11754 «Z40387 M9255 « PF925 » V3297 
PF236 * Z40397 M9143 » PF732 *V3037 M9228 M9140 *V3002 M9039 L1061°PF1101 M9280 \Vi9353 M9020 « PF287 
Y9419 Y8317 M9077 Y10839 M9283 * PF973 *V3916 M8979*PF226 Y1i{58i M9180 M91 PF1247+*Z40409 M9315« 
PF1033 Yi0879* 217341 M9367 M11752 °Z40385 Z17371 * Y8487 M9111 M9165 \Vi9100 L977 M11760 M9199 « PF834 
PF1318 M9121 / M9376 M9236 Y10866 M9248 M9272 M9016 Y10849~°Z17349 M9245 M9210 Y10862 + 217372 
M9348 * PF1093 Yi577 PF1406* 102 M9182 M9215 *PF847 M9089°PF653 V59°PF1411 V187*PF1403 Y17291 
Y10855 M9260 *Z12079 M9317 M9235 PF886 ii9004*PF270 M9125 M9056 M9043 M9344 10851 Y10878 M9368 
Y8315 M9325*PF1052 M9066 Y8323 M9037 * PF311 *V2465 \Vi9087 PF1196 L1220°M9212 M9285 19234 » PFs8ss 
M9296 M9000 °V1456 PAGESO00081 * M9118 * V2656 * PAGE81  Vi9131 M9261 * PF931 * V3347 M9142 « PF731 * V3032 
M9390 * PF1262 M9166 *PF785 PF1201 *Z40408 M9408*PF1296 Wis956°PF1i4 M9335°PF1060 M8949 PF1143 \V\9306 






































Y8325 PF1027 * M11779 * Z40394 9393 ° 217339 'i9323*PF1050 M8977 PF175 M9006 M139 M9404 M9095 M9050 
M9289 * PF988 * V4007 M94 °PF1081 10872 93 I 3° PF211 M9277 *V3795 PF507 M9303 M9301 » PF1015 
M9258 M9175 M9262 + PF932 °V3357 Y 10872 «21 ¥9418 M9128 M9224 L962 M9347 Y10838 M9005 - 


V1506 M9282 +*V3904 9080 M9253°PF914 M8947°V1015 Y8329*Z17389 M9156*PF764 M8957 M9400 PF1284 
M9295 * PF1000 * V4130 M9065 ° PF351 L604°PF1243 10874 M9421+*A5289 Y8305 \Vi9374+° 74690 M9076 717334 = 
YSS04 PF699 * M251 * M9122 *V2760 Y8312 \Vi9i5i M9300 M9139 M9270+*PF952 M9163°PF777 \i9218*PF860 M8970« 
PF208 \Vi9362 M9239 M9109 M9263 M9265 +°V3546 M9293 °PF997 L978 +-PF93+*Z17343 M9409 * CTS12197 « PF1314 
M8986 M9045 Wi9086*PFG48 M9369 Y8308 Wi9127 M9328 +°PF1053 9310 M9117 +V2634 Y8306 M9399 « PF1283 
M9373 M9198 M9242 + PF Y942) » 217355 Y¥1546_1 *A4808_1 M9173 *PF794 M9116 *PF688 M9009 °V1561 Y30501 « 
Y22371 Y8320 Y10881 -Z17352 Y10858 M9064 +PF350 M9377+PF1241 M9398*PF1279 M9410 M9097 - PF672 M9397 
M9271 M9341 +*PF1072 L969 Y8321 *Z17373 Y9449 M9008*V1530 Yi0846 V235*PF1410 M9252 M9316 « PF1034 
Y10867 M9354 M9049 M9010 M9340 M9129*PF707 Y8330+*Z17390 PF280 *M11755 * Z40388 M9034 ° 2437 PAGE6S5.1 
¢ SRY1532.1 *« SRY10831.1 * PF6234 * SRY10831 108712717357 M9357 *PF1209 M9138 °Z12034 P97 Y8313 M9141 
L1071 * M8945 M9136 *PF724 M9370 M9191 M9105 Y10875 M9327 M9068 M9352°PF1100 9179 M9209 \VI9244 
Y6870 * 217386 Y10876 Y10853 M9334 M9343 °PF1084 V64°PF1412 M9003 15547 PF161 V202°PF1404 M8985 « 
PF232 Y10880° 217348 M9074 PF917 M9405 Y9394+717344 M9193 L440 V31°L413+PF1409 V29+PF1408 M8971 
Y9422 M9032 « PF304 *V2397 Y7547°Z17388 M42 L438 Wi8955°PFi2 M9425 M9189 Y8489 Y8318 Y10841 Y8314 

75 M9115°PF687 M9290 -PF989 M9192 M9257 «V3304 M9195 

















CT] PF154 M5708 M5745 *CTS8608 PF38 Y1819_2°A5213 Y1569*L1492 M5687 *CTS5019 M5589 *PF212 PF1415 

* V226 > M5603 M5657 \Vis688 M5751 * PF937 M5608°PF258 M5821» PF1269 M5651 *CTS1996 Y1441 M5743« 

CTS8542 M5588 * PF210 M168~*PF1416 M5671 * CTS3662 * PF704 * V2824 WVi5593 M5810*CTS11408 Y1508 M5699 « 

PF803. PF1016. M5753 Y1528 Y1581 M5752 *CTS9296 M9022+*V1863 5742 -P 

240571 Y1446 M5781*PF1040 Y1475 PF328 Y1498 M5785 M5777 Y1482 M5775 M5609 M5718- 

M5707 * CTS6383 Y1544_2 Vi5780 L1028 * CTS4368 * M5680 M5716 *PF840 5725 » CTS7741 + PFa67 : 

Y1507 M5738 M5798 PF1418 *V52*M5721 M5732-CTS8089 M5660 M5760 + PF954 + V3648 PF1316 M5811 - PF1238 

Y1571 M5613 M5692 PF636 M5683 *CTS4650 WVi5768 M5805°PFI227 Y1489 M5615 °PF269*°V1494 Y1509 Y1817 

M5584 * CTS543 * PF206 M5715 * CTS6907 * PF833. PF192 Y1505 Y1452 M5670°CTS3460 PF1205 M5587 «L1462 

Y1579 M5819 Wie *CTSi217 Y1448 M5747 Y1471 Y1455 M5600 Y1496 M5576 * CTS125*V1052 Y1460 M5754° 

V3623 M5686 Y1585 Wi5647 Yi465 M5717 *PF844 M5825 1464 M5791» P1080 M5617*PF274 PF6720 M5614 - 

PF266 ViS630 M5629 M5757 * CTS9555 * V3641 i494 Y1567 M5648 Y1594 M5817 1450 M5606 °PF256 M5830- 

CTS12633 * PF1329 5831 Yi488 M5795 M5712 5813 M5772*CTS10512 M5758 » CTS9556 * V3642 M5748 « 

CTS8980 * PF928 » V3310 M5607 CTS10362 * PF998 » M5770 * V4106 i580! M5808 »CTS11358 Y1i457 M5665 « 

>TS3216 Y1524 * FGC24493 M5636 M5784+-PF1059 Y1474 M5616*PF272 M5621 M5656 M5612°V1431 1492 
M5746 09 M5578 M5767*CTS10110 Y1527 M5641 Y1470 PF74 M5750+°CTS9014 - 

32° PF1333 CTS5457 M5723 + PF862 M5741 M5653 ° CTS2077 * PF657_ Vi5590 » 





CTS9458 » 





















Y1480 M5720 « CTS7482 
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/ PF216. CTS9948 M5598 - CTS1254 M5697 *CTS5746 Y1589 Y1499 M5800-PF1203 PF1413 - 189 * M5577. M5762 « 
CTS9722 Yi568 M5705 * CTS6327 * PF811_ PF500 C1S12325 Y1593 M5809 « PF1237 CTS109 - M8948 « V1043 
Yi552_2 M5713*°CTS6800 M5618 1538 M294 MS5633*V2216 M5776*PF1029 PF970+°V3858 M5711 » PF821 
M5794 * PF1092 Y1587 Y1467 IMS602*PF246 M5802 M5675 °PF719*V2901 Y1599 Y1497 M5605°V1325 M5591 - 
PF223 M5766 » V3908 °L1480 M5783 Y1819_1 Y1i473 M5816 *CTS11827 M5698*PF796 Y1525 Y1559_2 M9150> 
PF750 M5797 * PF1098 \Vi5649 PF342 Yi454 Y1447 Y1438 M5632°V2175 PFi34 M5709 M5662 PF1414+-V9-« 
M5585 M5764 * CTS9828 « PF964 * V3758 M5655 Yi476 Y1491 PF143 M5601 Y1472 M5628 M5765 Yi495 Yi4614 
CTS5262 M5611 * PF263 PF1276 M5626 \Vi5689 M5700 *CTS6252 M5642 CTS5248 Y1456 M5599 +*PF234 M5771° 
V4162 Y1443 M5594*CTS1109 M5722 *CTS7517 'Vi5582 » CTS401 » PF202. M5736 * CTS8243 » PF891 Y1586 M5730-« 
BY14943 M5814 M5788 PFi65 M5739*PF898 PF1417*V41*M5695 Y1591 Vi5645 M5659 *PF667 PF1239 » 240572 
M5691 * PF779 M5729 * CTS7936 M5822 \Vi5664 * CTS3120°PFG83 Y1462 M5749°V3317 M5778*PF1031 M5681 
M5610 *V1401 PF1420°V55 M5625 *V1653 M5650 QO ¥1791 PF629 Yi590 Y1580 M5737 *PF892 M5706 > 
PF815 M5792 * PF1088 M5678 *PF725 Y1514 Y1469 622 M5826 M5620 CTS11575*PF1245 CTS2711 M5583 - 
CTS423 M5763 * CTS9760 » PF961 » V3728.1 M5640 * PF318 M5714 °CTS6890 M5790 M5631 » PF292 °V1878 WVi5719« 
PF850 M5652°PF652 Yi48S Yi451 M6627 PF86 M5639 1444 M5684 * CTS4740°PF751 M5694 +CTS5532 1458 
M5782 *PF1046 PF6718 \\5 66 M5690 * CTS5318 M5638 +*PF316 M5679 * CTS4364 M5624 P9.1*P9 
M5728 * CTS7933 M5676 *PF720 1526 M5818*CTS11991 M5682 WVi5812 M5619* PF278*V1540 PFi5 Z17702° 
Y7546 C1S7295* PF848 M5669 * CTS3431 M5727 * CTS7922 * PF875 WWi5595 * CTS1181 M5774 M5804 * CTS10946 
M5756 * PF951 (1493 PF110 M5786 ° PF1061 M5661 *CTS2842 1490 M5769*PF996 PFi37 M5724 + PF866 
















Yee i ORE 








a M3711 * CTS6376 * PF2697 PF2723 * M3727 * F2841 * V3489 P143+*PF2587 CTS3818 » PF2668 » M3690 


a PF2651 * F1704 *M3675 Y1812 L498 * PF2707 * M3717 CTS4969 « PF2682 * M3700 Vi3673 * CTS1911 « PF2649 
PF2743* M3747 Y1810* FGC2057 PF2615 «M3652 CTS11819 * PF2766 * M3761 M213 « P137 * PF2673 « 
PAGES00038 » PAGE38 PF2716 * F2688 * M3722 P316*PF2696 M3771 *CTS12632 * PF2775 M3693 * CTS4139 « 
PF2672 YSC0001298 * PF2620 * F1302 * M3656 1805 » FG\ 5 PF2744 + M3748 PF2653 * F1714 * M3677 P138 
* PF2655 PF2639 M3696 * CTS4443 « PF2677 PF2611 ° M3647 PF2608 PF2660 *F1767* M3683 PF2588 « M3635 - 
CTS71 L468 « PF2689 * M3703 'Vi3773 » CTS12673 M3692 * CTS3996 * PF2671 \Vi3640* CTS540 * PF1506 M3687 
CTS3195 * PF2664 PF2740 * M3744 505 - M3643 L313 * PF1426 * M3651 * V1644 M3728 »- CTS92 
PF2724, PF2601 » M3641 » CTS608 PF2694 * F2245 * M3709 CTS7981 * PF2710 M3720 » CTS8014 + PF27 
PF2592 P158*PF2706 L882 * PF2745 * M3749 PF2738 * M3742 CTS10290 * PF2735 * M3739 PF2770 * M3767 
PF2732 * F2993 * M3737 * V3940 L352 * PF2728 * M3734 1808 PF2630*M3664 PF2593 M3772 *CTS12662 « 
PF2776 PF2700 * F2402 * M3714 P160°PF2618 Y1807 »FGC6229 L851 * CTS11821 * PF2767 » M3762 
YSC0001308 * PF2709 * F2587 * M3719 PF2647 P140°PF2703 PF2612°\i3648 F3556 * M3765 *PF1914 Wi3718 
CTS7878 Y1809 *FGC2046 CTS4557 * PF2679 * M3698 PF2747 * M3750 PF2683 « F2048 - M3701 » 3268 1822 
PF2629 * M3663 PF2688*F2142 PF2769° 3764 P159*PF2717 L543 * PF2663 » M3686 *V2513 PF2609 = M3645 
PF2708 CTS2220 « PF2656 * M3679 P135*PF2741 CTS11150 * PF2761 » M3758 P157*PF2771 CTS1932- 
PF2650 * M3674 PF2736 * F3111 * M3740 CTS6135 * PF2693 * M3708 CTS3944 * PF2670 * M3691 M235 + PF2665 « 
PAGE80 » PAGES00080 P187 * PF2632 PF2627* M3661 P139°PF2698 PF § ° 17 

586 M3731 * CTS9418 » PF2726 M3760 * CTS11471 * PF2764 PF2594 M3712°CTSé 
YSC0001297 * F1209 * M3654 > V1990 M3725 * CTS8985 * PF2721 L350 ° PF2692 * M3707 
PF2750 * M3753 CTS9534 * PF2727 * M3733 PF2731 + F2985 * M3736 * V3919 M3685 * CTS3031 * IMS-JST001552 
Y1758 * FGC2069 F3512*°PF1911 M3699 » CTS4737 * PF2680 P148 * PF2734 * P148.1°P148.2 Y1820 + FGC2062 
PF2628 * M3662 PF2590 * V205 * M3638 F3584 *M3768*PF1916 Y2888 F773 P149+*PF2720 PF2614 ° F1089 + 
M3649 *V1597 PF2597 M89*PF2746 CTS11370* PF2763* M3759 PF2748 * M3751 L470 « PF2730 * M3735 « 































* FGC7E 





Y¥1811 * FGC2054 











V3900 PF2591 + M3639 Vi3721 » CTS8467 » PF2715 M3755 «L508 * PF2759 * FGC2052 P2624 M3659 P133« 
PF2636 FGC2092 + ¥4457 1800 F719 + M3636 « IMS-JST003305 » V1029 + IMS-JSTO0305 PF2596 M5685 
CTS4838 PF2589 + V186 * M3637 Y1801 PF2599 PF2600 PF2631+M3665 CTS2097 « PF2654 + M3678 _F3692 





M3650 P2713 PF2722 « F2837 * M3726 * V3477 PF 2598 P136*PF2762 L132.1 +L132°L132.2*PF1437 PF2695 
* M3710 * F3947 M3713 * CTS6843 * PF1720 YSC0001295 * PF2610 * F1046 * M3646 * V1355 C1S10213 * PF2733 = 
M3738 PF2613 CTS7002 * PF2701 * M3715 P142°PF2604 CTS5264 + PF2684 PF2658 - F1753 *> M3681 PF2619- 
F1285 » M3655 * V2194 P141*PF2602 PF2621 * F1320 * M3657 WVi3724* CTS8638 Y1803+FGC2053 P146« 
PF2623 PF2772+*F3616 *M3769 P134+°PF2606 M3666°PF1580 P145°PF2617 PF2749+*M3752 1804 PF2616 
° F1149 > M3653 Y1515 PF2626+F1416 * M3660 M3682 * CTS2480 * PF2659 M3697 * CTS4470 * PF2678 CTS2041 
* PF2652 © M3676 CTS3536 * PF2666 * M3688 PF2739 * M3743 M3695 » CTS4380 * PF2676 P151°PF2625 \Vi3756- 
CTS1 * PF2760 PF2690 * F2155 * M3704 CT 2 7+ M3702 CTS1468 + PF2607 * M3644 _PF2742 « 
F3254 «| *M3746 CTS11726 * PF2765 Wi3730°C 2°PF2725 P166*PF2702 CTS12138 » PF2774 * M3770 
PF2718 * F2710 * M3723 PF2729*F2964 PF2643 M3706 * CTS5948 » PF1695 F3561*M3766 P161 * PF2719 
CTS3868 * PF2669 PF2685*F2075 PF2737 + F3136 * M3741 P163°PF2686 13729 » CTS9317 * PF1767 M3689 « 
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CTS3654 * PF2667 CTS12027 * PF2768 * M3763. Y1799 *FGC2061 L1074 * CTS4267 * PF2674 > M3694 P14« 


PF2704 


RENIN ¥Sc0001299 - PF2622 + F1329 M3658 + V2308 M3684 « CTS2569 + PF2661 


https://www.ytull.com/yreport/ 


IRINA PF3404 - Foz0 - M578 


JK | YSC0001319 » PF3497 * M2684 * 1438 L16 * M522 * S138 * PF3493 PF3500* M2696 L15°M523- 
$137 * PF3492 * Z4413 YSC0001318 * PF3496 * M2683 PF3495 « F3689 * M2682 * Y2571 * V1295 


| PF3508 YSC0001317 + PF3566 * F3368 P3516 L403 * PF3524 * FGC1573 Y1885 * FGC1581 
PF3560 Y1894 *V3480 P130°S22+*PF3525 Y1867 =¢ * FGC15 

: J200 CTS6349 » PF3544 *FGC1575 PF3: PrSo 3 5 580 
PF3512 » FGC1597 M429 * P125 * PF3535 PF3509 Y1830 « PF3557 » FGC1560 P123 « PF3554 - 
F4281 PF3568*F3629 PF3547+F2366 YSC0001311 * PF3551 * F2794 * V3346 Y1946 » FGC4 











rOQn 





9F3515 > FGC1 















Y18 C1593 Y$C0001258 * CTS2197 * PF3537 YSC0000070 * PF3521 » FGC1564 
Y1881 * PF3534 + FG L748 * PF3546 * YSC0000289 YSCO0000056 - PF3502 * FGC1559 = 1850 = 
FGC2408 CTS2103 Y1908 + FGC1561 PF3505 CTS4880 + PF3540 > FGC1591 P129*PF3536 P126 
° PF3558 * FGC1566 V4531 + F922 *FGC1579 PF3545 °F2345 F3102*PF3556 C1TS10223 » PF3555 
F1460 L775 * PF3542 + YSCC 265| C )998 » PF3565 * FGC1562 P127 * PF3526 CTS7507 + 
PF3549 * FGC1576 Y1856 - PF3517 » FGC1568 PF3567 *F3402*S2 Y1844 » PF3511 » FGC1586 
PF3531 CTS5899 Y1866 * FGC1587 PF3562 CTS 8 * PF3550 + FGC7746 889 CTS1292 
P124 * PF3553 Y1905 + FGC1571 PF3539 * F4188 » V3028 PF3533 PF3504 


| CTS4982 » PF3737 * V3251 CTS10058 * V3934_ CTS5150 * PF3739 CTS3076 « PF3712 
PF3649 *V1582 CTS8064 * PF3768 CTS9264 * PF3782 * V3496 L1197 * PF3718 » YSC0000260 - 
V2731 Y1909 *FGC2412 CTS11779 * PF3844 CTS6497 * PF3756 Y1955 C1S1325 » PF3636 
CTS7831 * PF3766 CTS2193 * PF3703 YSC0000267 « PF3759 CTS3517 * PF3719 »* V2740 
CTS8420 * PF3773 PF3574 Y1954 * Y1874*E602 PF3672 L755 * PF3659 » YSC0000283 
CTS11540 * PF3842 L758 * PF3663 * YSC0000285 * V2199 PF3811 CTS7329 Y1963 CTS1800« 
PF3699 PF3837 YSC0000272 PF3817 PF3578 PF3803 CTS7469 CTS88 ¢ PF3571 * V1031 
PF3836 Y1959 CTS9860 »PF3790 CTS1301 * PF3635 CTS4637 PF3665 L578 « PF3653 
CTS48 * PF3569 CTS11441 PF3641*V1369 PF3780 PF3585 CTS11979 *PF3878 Y1880- 
FGC2415 CTS8876*PF3778 PF3661*V2111 CTS7540 * PF3761 YSC0000300 » PF3847 
CTS4752 * PF3735 PF3679 L847 * PF3841 * YSC0000298 CTS8742*PF3776 Y1903 » FGC2414 
CTS10941 * PF3838 CTS6271 + PF3751 CTS2387 * PF3705 CTS2514*PF3706 PF3689 Y1934 
L503 L772 * PF3731 * YSC0000263 PF3819 CTS6265 * PF3871 P212+*PF3580 CTS8963 
Y1953 PF3586 Y22439 PF3677 L41 + PF3787 CTS8870*PF3777 CTS8333 ¢ PF3771 
YSC0000281 » V1849 * FI2 CTS6344 * PF3754 CTS8300*PF3770 CTS6231 » PF3750 C1S7502 
*PF3760 Y1877 *FGC2411 CTS7593 * PF3763 CTS674 * PF3630°FI1 PF3804 CTS1555 + 
PF3696 CTS3641 * PF3722 CTS4239 * PF3727 * 2992 PF3687 CTS9484 -PF3785 CTS4088 + 
PF3868 PF3660*V2048 V218.1 *V218.2 * PF3627 *V218 PF3640 CTS646 + PF3629 CTS8345 « 
PF3772 PF3611 PF3833 PF3692 CTS4209 « PF3726*V2971 CTS2536 +* PF3707 CTS70° 
PF3570 PF3668°FI4 PF3800 CTS5946*PF3748 PF3666 P38 +*PF3708 CTS4273 » PF3729 
PF3829 PF3822 PF3815 M258*PF3721 M170 PF3715 L751 « PF3779 * YSC0000291 
CTS6343 * PF3753_ CTS5263 Y1869 * FGC2413 CTS3384 * PF3717 CTS1006 PF3769 
CTS6751 * PF3757 YSC0000256 PF3794 CTS3383+*PF3716 Y1865 * S10441 » FGC2416 « 
V1318 PF3797 L756 * PF3662 * YSC0000284 * V2113 * FI3_ U179 * PF3742  PF3639 ° V1229 
PF3814 CTS5650 * PF3744 CTS4848 » PF3736 * V3186 ° FI7 Y1878 PF3645°V1476 PF3675 
CTS4272 ¢ PF3728 * V3027 CTS8545 * PF3775 CTS5908 * PF3747 PF3809 L846 + PF3646 > 





11 | 22789 * L842 * YSC0000264 Z2726 1927» FGC2480 Z2699*FGC2430 Z2743 22844 
Y1831 » FGC2468 L840 22880 +°CTS11950 22706*CTS1220 22843 Z2841 Z2856 Z2714 
° FGC2425 Z2886 FGC7747 22718 Z2701°CTS571 22855 22746 Z2756 » CTS2524 
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Z2781 * CTS4790 22792 * CTS5887 Z2802 *CTS6221 L118 Z2679*CTS136 Z2770° 
CTS4189 Z2727 Z2817 *CTS8224 Z2807*CTS7061 2Z22785*CTS5247 Z2729 Z2751> 
L841 * YSC0000257 Z2700+CTS565 L80 22737 Y1938 + FGC2446 Z2850 22778: 
CTS4612 Y964.2 ° M7953.2 » Y964.1 * M7953.1 » M7953 * Y964 * ZS312 Z2883 Z2875° 
CTS11775 Z2801*L574 Y1962 Z2799*CTS6140 22798+CTS6109 Y1868 «S111 « 
FGC2444 *V1623 Z2779*CTS4656 Y1958 P40 22823 22869*CTS11503 Z2747 Y1872 
CTS10338 PAGE123 » Z2763 * PAGES00123 Z2788 « L495 *L495.2 * Z2788.2 Z2846 Z2885 
Z2752 *CTS1805 22733 22762 *CTS3268 22808 *CTS7121 22698 *FGC2435 Z2824 + 
CTS9010 22715 * FGC2422 22711 *FGC2439 Z2765*CTS3506 Y1933 « FGC2483 
CTS11042 * S66 22712 * FGC2432 *V1339 Z2725 * L750 * YSC0000282 V5190 » 22742 
YSC0000301 * Z2882 Z2863°CTS11036 L123 22811 *CTS7477 Z2707*CTS1266 22760 > 
CTS2970 Z2857 Z2866*CTS11126 22826 *CTS9288 M307.2 + P203.2 * M307.1 * P203.1 ° 
M307 * P203 22876 *CTS11783 Z2730 Z2848 Z2722 Z2750*CTS1755 Z2697 »* FGC2459 





Z2858 Z2757 *CTS2644 Y1935 * FGC3441 22797 * C1S60/76 V5203*Z2744 Z2717°« 
V1423 22871 *CTS11534 Z2719 Y1951 Y1863 * S107 *FGC2426 1347 Z2720 22842 
Z2786 * CTS5408 Y3658 * FGC2440 °V1427 22816 *CTS8170 Z2681 *CTS313 22831 « 








CTS9518 CTS6992 CTS3029 22758 +*CTS2732 Z2754*CTS2375 22838 ¢ F3033 * M1443 « 
V4056 * M1443.1 * M1443.2 * V4056.1 » V4056.2 * Z2838.1 * Z2838.2 CTS9900 22833 « 
CTS9749 Z2865 *CTS11091 CTS5783 + S63 L121*S62 Z2818*CTS8394 L125*S65 L181 
Z2825 * CTS9258 Z2840 *CTS10613 22835 * L759 * YSC0000295 CTS898 Z2879 > 
CTS11838 FGC2433 Z2877 » L848 » YSC0000299 YSC0000259 *Z2761 Z2887 Z2805°« 
CTS6629 Z2723 M253 Z2764 * CTS3474 *V2712 Z2829 *CTS9486 22749 * CTS1748 
Z2791 *CTS5705 22862 Z2847 22822 +CTS8716 22839 *L575+*V4059 22705 - CTS883 
M450*S109 Z2814*CTS7949 22813*CTS/75' Z2795*CTS6006 22745 Z2836+*L740°+ 
YSC0000296 * V3959 Z2881 *CTS12008 22678*CTS40 Z2812*CTS7652 22790- 
CTS5643 Z2878 * L843 * YSC0000273 Z2738 Z2708*CTS1393 Y1860_1 22820 * CTS8652 
Z2874 *CTS11751 22748 *CTS1739 Y1864 » S108 » FGC2438 22772 *CTS4327 Y1950 
Z2676 *CTS10 Z2793 *CTS5891 Z2803 *CTS6395 Z2860 L75 Z2759*CTS2738 Y1871 
Z2713 * FGC2427 Y1886 Z2734 Z2736 L124°S64 Z2771°CTS4295 22852 Z2755 = 
CTS2410 Z2768 * CTS4037 * V2902 22861 Z2703*CTS733 Z2864*L509 Z2728 * V2264 
22784 * CTS5167 22787 + CTS5513 22809 * CTS7267 22796 + CTS6022 22777 + CTS4532 
22724 °V1771 Z2849 * L764 * YSC0000271 Z2680 * CTS209* V1092 L1439 Z2766>- 
CTS3762 Y1879 *FGC2436 Z2872*CTS11552 FGC2441 L845 * YSC0000278 « S110 « 
V1333 22769 * CTS4130 * V2932 22782 *CTS4980 Z2837*CTS10140 P30 Y1932 * $2007 





Z2870 * CTS11526 22794 + CTS5993 Y1882 * FGC2471 22834 CTS10062 Z2830° 
CTS9487 Z2767 *CTS3843 Y1952 Z2819*CTS8597 L157.1°L157.2*L157 Z2845 + 





$22865 Z2702 *CTS641 22732 Z2859 22775+CTS4400 Y1852 > 


FGC2428 Z2773 * CTS4342\ Z2688 - FG 


8 Z2691 
3 CTS7988 Z 
Y1883 » $2013 + 


o 


37 22800 22694 > 





Y1846 » FGC2469 


|-DF29) CTS9857 * V3772 DF29+S438 Z2891+V1614 72893 22890 72892 + 


TCoag Q 
CTS9848 


[PEE 22336 -cts6364 2502 > 
[B2EEM 22337 -cTs10028 
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-Y3549 | 22338 * CTS11651 Y3549 » FGC8754 


[ESSEEER] 825633 
1-P 109) 


[NAPA V3662 - FG013283 FCC 16678 $7660 
$11056 


[ESZEGY s 14897 
[ZEEE ¥11203 
[ZEEE ¥20629 20628 FGC20531 « 


Y6949 Y30038 Y29632 


PERERTS 31117 31113 Y32346 


Y31118 Y31115 Y31112 Y32344 
Y32345 Y31111 Y31114 Y31110 
Y31116 Y31119 
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STRs: 780 
DYS393 DYS390 DYS13 DYS391 DYS385.1 DYS385.2 DYS426 DYS388 DYS439 DYS389l 
13 23 15 10 14 14 11 14 11 12 
DYS392 DYS389il DYS458 DYS459.1 DYS459.2 DYS455 DYS454 DYS447 DYS437 DYS448 
11 28 15 8 8 8 11 16 20 
DYS449 DYS464.1 DYS464.2 DYS464.3 DYS464.4 DYS460 Y-GATA-H4 YCAII.1 YCAIL.2 DYS456 

12 14 15 15 10 10 15 
DY S607 DYS576 DYS570 CDY.1 CDY.2 DYS442 DYS438 DYS531 DYS578 DYF395.1 
14 17 21 13 10 14 8 15 
DYF395.2 DYS590 DYS537 DYS641 DYS472 DYF406 DYS511 DYS425 DYS413.1 DYS413.2 
15 8 14 10 8 9 11 12 
DYS557 DYS594 DYS436 DYS490 DYS534 DYS450 DYS444 DYS481 DYS520 DYS446 
15 10 12 16 8 13 25 20 13 
DYS617 DYS568 DYS487 DYS572 DYS640 DYS492 DYS565 DYS710 DYS485 DYS632 
11 11 12 31.2 12 8 
DYS495 DYS540 DYS714 DYS716 DYS717 DYS505 DYS556 DYS549 DYS589 DYS522 
17 12 24 20 11 12 11 12 
DYS494 DYS533 DYS636 DYS575 DYS638 DYS462 DYS452 DYS445 Y-GATA-A10 DYS463 
9 11 11 10 12 13 11 13 21 
DYS441 Y-GGAAT-1 BO7 DYS525 DYS712 DYS593 DYS650 DYS532 DYS715 DYS504 DYS513 
16 10 10 26 15 19 10 24 47 13 
DYS561 DYS552 DYS726 DYS635 DYS587 DYS643 DYS497 DYS510 DYS434 DYS461 
15 25 42 22 19 13 18 9 12 
DYS435 ATA71D03 DXYS156 DYF371.1 DYF371.2 DYF371.3 DYF371.4 DYF380.1 DYF380.2 DYF381.1 
11 10 12 13 14 10 10 8 
DYF381.2 DYF382 DYF383.1 DYF383.2 DYF384.1 DYF384.2 DYF385.1 DYF385.2 DYF386.1 DYF386.2 
8 12 10 10 . 8 10 10 12 13 
DYF386.3 DYF386.4 DYF387.1 DYF387.2 DYF389 DYF391.1 DYF391.2 DYF392 DYF393 DYF394 
14 14 31 33 10 9 10 8 27 
DYF396.1 DYF396.2 DYF398.1 DYF398.2 DYF399.1 DYF399.2 DYF399.3 DYF400.1 DYF400.2 DYF401.1 
8 8 8 16 24 24 25 20 22 16 
DYF401.2 DYF403.1 DYF403.2 DYF404.1 DYF404.2 DYF405.1 DYF405.2 DYF407.1 DYF407.2 DYF408.1 
16 26 33.9 12 15 6 11 11 15 9 
DYF408.2 DYF409.1 DYF409.2 DYF410.1 DYF410.2 DYF411.1 DYF411.2 DYF412.1 DYF412.2 DYS443 
13 11 13 10 10 13 14 12 13 12 
DYS453 DYS466 DYS467 DYS468 DYS469 DYS470 DYS471 DYS473 DYS474 DYS475 
11 5 13 17 19 11 28 8 8 
DYS476 DYS477 DYS478 DYS480 DYS484 DYS488 DYS489 DYS491 DYS493. DYS496 
11 8 8 13 14 11 12 10 
DYS499 DYS500 DYS501 DYS502 DYS506 DYS507 DYS508 DYS509 DYS512 DYS514 
8 13 8 13 14 10 10 8 22 
DYS516 DYS517 DYS518 DYS521 DYS523 DYS526A DYS526B DYS527.1 DYS$527.2 DYS528.1 
17 13 9 12 15 34 35 20 
DYS528.2 DYS530 DYS536 DYS538 DYS539 DYS541 DYS542 DYS543 DYS544 DYS545 
21 10 10 10 12 16 18 12 10.t 
DYS546 DYS547 DYS548 DYS550 DYS551 DYS554 DYS558 DYS559 DYS562 DYS567 
17 39 12 8 13 9 8 19 10 
DYS569 DYS571 DYS573 DYS574 DYS577 DYS579 DYS580 DYS581 DYS582 DYS583 
11 11 10 10 9 9 9 8 8 9 
DYS584 DYS585 DYS588 DYS592 DYS595 DYS596 DYS598 DYS599 DYS600 DYS608 
8 9 13 10 9 10 25 11 8 
DYS609 DYS611 DYS612 DYS613 DYS614 DYS615 DYS616 DYS618 DYS619 DYS620 
16 30 8 14 8 13 12 8 
DYS621 DYS622 DYS623 DYS624 DYS625 DYS626 DYS627 DYS629 DYS630 DYS631 
20 10 9 26 22 9 
DYS633 DYS634 DYS637 DYS639 DYS642 DYS644 DYS645 DYS649 DYS651 DYS655 
8 11 10 8 17 8 9 
DYS656 DYS662 DYS664 DYS666 DYS667 DYS668 DYS672 DYS673 DYS675 DYS676 
37.9 8 45 7 7 5 9 6 11 
DYS677 DYS678 DYS679 DYS681 DYS683 DYS684 DYS685 DYS686 DYS687 DYS688 
11 12 4 10 21 80.g 
DYS682 DYS694 DYS695 DYS696 DYS701 DYS702 DYS703 DYS705 DYS706 DYS707 
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6 
DYS708 
27 
DYS725.1 
31 
DYRS5 


DYR15 
12 
DYR27 


DYR36.2 
v 
DYR45.3 
11 
DYR57 
12 
DYR64.2 


DYR68.3 
13 
DYR78 


DYR88.2 
17 
DYR99 
6 
DYR110 
5 
DYR120 
7 
DYR125.2 
23 
DYR136 
6 
DYR156 
19 
DYR166 
11 
DYR177 
€ 
DYR189 
9 
DYR199 
6 
DYR209 
6 
DYR222 
6 
DYR238 
6 
DYR249 


DYR260 
6 
DYR275 
4 
DYR318 * 
5 
DYR354 * 
4 


DYR394 * 


5 


8 
DYS709 
25 
DYS725.2 
32 
DYR6 
15 
DYR17.1 
12 
DYR28 
10 
DYR38.1 
11 
DYR46 
9 
DYR58.1 
9 
DYR65 


DYR68.4 
13 
DYR79 
16 
DYR89 
11 
DYR100 
11 
DYR111 
11 
DYR121.1 
13 
DYR126 
10.t 
DYR137 
4 
DYR157 
11 
DYR167 
Tt 
DYR178 
5 
DYR190 
Lf 
DYR200 
6 
DYR210 
5 
DYR224 


DYR239 
8 
DYR251 
7 
DYR262 
6 
DYR278 
6 
DYR320 * 
A 
DYR366 * 


6 


DYR399 * 


4 
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30 
pys711 
65.g 
DYS725.3 
33 
DYR7 
15 
DYR17.2 
13 
DYR29 


DYR38.2 
11 
DYR47 
4 
DYR58.2 
1 
DYR66.1 
9 


DYR69 


DYR80 
6 
DYRQO 
12 
DYR101 


DYR112 
12 
DYR121.2 
14 
DYR127 
10 
DYR138 
16 
DYR158 
15 
DYR168 
6 
DYR179 
5 
DYR191 
6 
DYR201 
6 
DYR211 
8 
DYR225 
6 
DYR240 
8 
DYR252 
6 
DYR263 
i 
DYR279 
5 
DYR322 * 


DYR370 * 
4 
DYR402 * 


4 


f 
DYS713 


DYS725.4 
33 
DYR8 
14 
DYRI7.3 
13 
DYR30 


DYR39 
11 
DYR48 
13 
DYR59 


DYR66.2 


10 


DYR70 


DYR81 
32 
DYR91 
6 
DYR102 


DYR113 
8 
DYR122.1 
uh 
DYR128.1 
11 
DYR139 


16 


DYR159 


DYR169 
A 
DYR181 


DYR192 
5 


DYR202 


6 


DYR212 


DYR227 
5 
DYR241 
12 
DYR253 
5 
DYR264 


6 


DYR280 


5 
DYR323 * 


DYR372 * 


DYR403 * 


8 


6 
DYS718 
12 
G00411 
13 
DYR9.1 
11 
DYR18.1 


DYR31 
7 
DYR40 
12 
DYR49 


DYR60 
18 
DYR67.1 


9 
DYR71 
A 
DYR82 
10 
DYR92 
12 


DYR103 
DYR114 


DYR122.2 


7.9 


DYR128.2 
12 
DYR143 
11 
DYR160 
14 
DYR170 


DYR182 
5 
DYR193 
11 
DYR203 
6 
DYR214 


5 
DYR228 


DYR242 
8 


DYR254 


DYR265 


8 


DYR281 


DYR324 * 
4 
DYR374 * 
4 
DYR405 * 


4 
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26 
DYS719 
12 
11313 
3 
DYR9.2 
12 
DYR18.2 


DYR32 


DYR41 


DYR51 
6 
DYR61 


DYR67.2 
9 
DYR73 
10 
DYR83 
15 
DYR93 
11 
DYR104 
11 
DYR115 


DYR123 
16 
DYR130 
13 
DYR144 
€ 
DYR161 
16 
DYR171 


DYR183 
10 
DYR194 
7 
DYR204 
6 
DYR215 
9 
DYR229 


5 


DYR243 
19 
DYR255 


DYR266 
5 
DYR286 
14 
DYR327 * 
4 
DYR376 * 


4 
DYR406 * 


5 


DYS720 


L14 
4 
DYR10 
10 
DYR19 
9 
DYR33 
14 
DYR43 
8 
DYR52 
9 
DYR62 


DYR67.3 
11 
DYR74 
10 
DYR84 
15 
DYRO4 


DYR105 


DYR116 
6 
DYR124.1 
11 
DYR131 
7 
DYR146 
10 
DYR162 
16 
DYR172 
15 
DYR184 


DYR195 
8 
DYR205 
9 
DYR217 
11 
DYR230 
6 
DYR244 
11 
DYR256 
ve 
DYR268 
5 
DYR287 
13 
DYR337 * 
zi 
DYR377 * 


8 


DYR408 * 


5 


7 
DYS721 
18 
DYR1 
16 
DYR12 
11 
DYR20 
10 
DYR35.1 
10 
DYR44 
14 
DYR54 
11 
DYR63.1 
1 
DYR67.4 
12 
DYR75 


DYR85 
8 


DYR95 
7 
DYR106 
9 
DYR117 
7 
DYR124.2 
11 
DYR132.1 


DYR150 
14 
DYR163 
30.t 
DYR173 


DYR185 
v4 
DYR196 
8 
DYR206 
9 
DYR218 
5 
DYR231 
€ 
DYR245 
v4 
DYR257 


DYR269 


5 
DYR299 * 


5 
DYR340* 


6 


DYR383 * 


5 


DYR410* 


6 


13 
DYS722 
20 
DYR2 
12 
DYR13 
10 
DYR23 
11 
DYR35.2 
10 
DYR45.1 
8 
DYRS55 
13 
DYR63.2 
11 
DYR68.1 
) 
DYR76 
14 
DYR87 
7 
DYR96 


DYR107 


DYR118 
9 
DYR124.3 
12 
DYR132.2 


DYR152 
9 
DYR164 


DYR174 
14 
DYR186 
5 
DYR197 
10 
DYR207 
6 
DYR219 
6 
DYR234 
i 
DYR247 
6 
DYR258 
7 
DYR271 
6 
DYR308 * 
5 
DYR344* 
5 
DYR392* 


5 


DYR417 * 


10 


22 
DYS723 
21 
DYR3 
11 
DYR14 
10 
DYR26 
8 
DYR36.1 
7 
DYR45.2 
8 
DYRS6 
16 


DYR64.1 


DYR68.2 
12 
DYR77 
12 
DYR88.1 
15 
DYR97 
13 
DYR108 
9 
DYR119 
14 
DYR125.1 
22 
DYR135 
11 
DYR154 
11 
DYR165 
39 
DYR175 
14 
DYR188 
8 
DYR198 
vA 
DYR208 
9 
DYR221 
12 
DYR236 
8 
DYR248 
6 


DYR259 


DYR273 
8 
DYR315* 


7 
DYR352* 


9 


DYR393 * 


5 


DYR418 * 


5 


2/3 


03/09/2019 
DYR419 * 
6 
DYR448 * 
5 
DYR472* 
7 
DYR502 * 
5 
DYR551 * 
DYR586 * 
6 
DYR615 * 
An 
DYR638 * 
4 
DYR667 * 
4 
DYR688 * 
4 
DYR714 * 
i" 
DYR733 * 
4 
DYR758 * 
5 
DYR786 * 
DYR806 * 
5 
DYR839 * 
5 


DYR420 * 


DYR452 * 
4 
DYR480 * 
ie 
DYR508 * 


5 
DYR559 * 


DYR590 * 
4 
DYR618 * 
4 
DYR639 * 
5 
DYR668 * 
6 
DYR691 * 
4 
DYR718 * 
DYR734 * 
11 
DYR763 * 


DYR787 * 


5 
DYR809 * 


DYR840 * 
4 
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DYR421 * 


10 
DYR453 * 


DYR481 * 
10 
DYR512* 
5 
DYR560 * 
4 
DYR591 * 
5 
DYR620* 
5 
DYR640* 
4 
DYR672* 
5 


DYR701 * 


DYR719 * 


5 
DYR736 * 


6 
DYR764* 


DYR790 * 


DYR815 * 
5 
DYR843 * 
4 


DYR422 * 
7h 
DYR455 * 
1 
DYR484* 
5 
DYR515 * 
6 
DYR563 * 
9 
DYRS592 * 
6 
DYR621 * 
5 
DYR647 * 
4 
DYR674 * 
9 
DYR702* 
6 
DYR720* 
6 
DYR739 * 
6 
DYR770* 
9 
DYR793 * 
6 
DYR819* 
4 
DYR846 * 
6 


DYR423 * 
5 
DYR458 * 
4 
DYR486 * 
DYR518 * 
5 
DYR567 * 
4 
DYRS593 * 
4 


DYR622 * 
4 
DYR651 * 
10 
DYR675 * 
4 
DYR703 * 


5 
DYR723 * 
DYR740 * 

5 
DYR773 * 

4 
DYR794 * 


8 


DYR824 * 


6 


DYR847 * 
5 


YFull| STR results 
DYR429 * 


DYR467 * 
4 
DYR494 * 
4 
DYR519* 
6 
DYR570 * 
4 
DYR594 * 
4 
DYR625 * 


5 
DYR656 * 


DYR681 * 


5 
DYR705 * 


6 
DYR724* 


9 
DYR742 * 


4 
DYR776 * 


DYR795 * 


DYR825 * 
5 
DYR850 * 
5 


DYR431 * 


8 
DYR468 * 
DYR497 * 

4 
DYR523 * 

6 
DYR572* 

5 
DYR597 * 

6 
DYR633 * 

5 
DYR657 * 

8 
DYR682 * 

6 
DYR706 * 

5 
DYR729 * 
DYR748 * 

5 
DYR778 * 
DYR797 * 

7 
DYR826 * 

6 
DYR853 * 


5 


DYR440* 
12 
DYR469 * 
12 
DYR498 * 
8 
DYR528 * 
6 
DYR573* 
10 
DYR600 * 
4 
DYR634 * 
9 
DYR660 * 
7 
DYR683 * 
6 
DYR707 * 
4 
DYR730* 
5 
DYR749* 
5 
DYR779* 
4 
DYR798 * 
9 


DYR830 * 


DYR855 * 
4 


DYR441 * 
6 
DYR470 * 
re 
DYR499 * 
6 
DYR541 * 
5 
DYR582 * 
5 


DYR603 * 


7 
DYR636 * 


DYR661 * 


4 
DYR685 * 


DYR711 * 


5 


DYR731 * 


DYR753 * 


5 
DYR784* 


8 


DYR801 * 


4 
DYR832 * 


) 


DYR857 * 
4 


DYR447* 
5 
DYR471 * 
6 
DYR500 * 
5 
DYR542* 


4 
DYR585 * 


DYR613* 


DYR637 * 
t 
DYR662 * 
4 
DYR686 * 
t 
DYR713* 
ré 
DYR732 * 
8 
DYR757 * 
6 
DYR785 * 
DYR805 * 
4 
DYR834 * 
6 
DYR858 * 


5 
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Planned comparisons are the best choice. However, you can still find your common ancestor with as little as an 
HVR1 or HVR2 match. To do so, use your known maternal genealogy. For each match, look for common 
geographic locations on the direct maternal line. Work through each of your ancestors on this line as well as their 
daughters, their daughters’ daughters, and so forth. 


Comparing genealogical records is vital when using mtDNA matching to help you in your research. You 
need to enter all that you know about your direct maternal line in your myFTDNA account. See the “Quick 
Steps” reference page for step-by-step instructions on how to set up your account and access your 
matching information. 


The Science of Your Direct Maternal Line 


We can trace our direct maternal line with our mitochondrial DNA due to a special relationship between the 
power supply for human cells (the mitochondria) and the cell itself. 


In every human cell, there are hundreds and sometimes thousands of mitochondria. Each mitochondrion has 
several copies of its genetic code (represented by the letters A, C, T, and G). This genetic code is mitochondrial 
DNA (mtDNA) and tells the mitochondria how to function. The code also tells the mtDNA how to copy itself. Over 
time, the copying process can create small changes - “polymorphisms” or “mutations.” If these changes are in the 
mother’s egg cell, the child produced from that egg inherits them. If female, the child may some day pass that same 
change on to her own children. 


Slowly, these changes build up down maternal lineages. They define and mark branches on the maternal tree. We 
can look at your specific mtDNA code sequence to see which changes you have in your mtDNA. 


There are two scientific baseline sequences to which scientists compare these changes in mtDNA: the 
Reconstructed Sapiens Reference Sequence (RSRS) and the revised Cambridge Reference Sequence (rCRS). By 
comparing your mtDNA changes to each sequence, we can distinguish the differences between the original values 
in the RSRS (or the comparative values in the rCRS) and your test results. Following scientific standards, Family 
Tree DNA compares all mtDNA results to the rCRS, and provides you with your comparisons to the RSRS. 

RSRS Values — mtDNA Community 


HVR1 DIFFERENCES FROM rCRS HVR2 DIFFERENCES FROM rCRS 




















Revised Cambridge Reference Sequence 





The example above shows results for someone who has tested all three parts of their mtDNA: the HVR1, the HVR2, 
and the Coding Region. 


In the example, each letter-number combination represents a difference between your results and the reference 
sequence. These individual changes do not indicate any particular ethnic or geographic origin. Their significance is 
in their ability to mark branches on the maternal tree, and those branches are geographically and sometimes 
ethnically significant. 
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Thank you for testing at Family Tree DNA. 


Your mtDNA (mitochondrial DNA) Full Sequence results are complete. These results are 
the first step in understanding your genetic ancestry through your direct maternal line. 


This guide will explain how your results help with genealogy and distant ancestry as 
well as how to use your myFTDNA personal account. 


The Direct Maternal Line 


Your direct maternal lineage is the line that follows your mother’s 
maternal ancestry. This line consists entirely of women, although both 
men and women have their mother’s mtDNA. This means that fathers 
do not pass on their mtDNA to their children. Your mtDNA can trace 
your mother, her mother, her mother’s mother, and so forth, and offers 
a clear path from you to a known, or likely, direct maternal ancestor. 


Note that you and your matches may share ancestors on other parts of 
your family tree; however, those matches are coincidence. 





Matching for Genealogy 


Your mtDNA may help you find genetic cousins along your direct maternal line. When we look at your mtDNA 
HVR1, HVR2 and Coding Region results, we look for differences in your mtDNA caused by small changes - copying 
errors — that we also call “mutations” or “polymorphisms.” We compare those differences to the differences for 
other people in our database. The range of possible generations before you share a common ancestor with a 
match is wide. Your mtDNA HVR1, HVR2 and Coding Region exact matches may be recent, but they may also be 
hundreds or thousands of years in the past. We show this in the table below. 


Note: The term “mutation” in this sense does not refer to anything medical. 





*The range of generations to a common ancestor at this level is too broad to calculate a 95% confidence period. ; 


The wide range in the test results does not prevent those results from being useful. You can use this clear 
maternal line to provide evidence to support a relationship. You first trace two or more female lineage 
descendants of a single woman utilizing traditional genealogy research. The descendants then test their mtDNA. If 
they are exact matches, it is evidence that supports the relationship. Not matching usually disproves the 
relationship. 
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Your Ancestral Origins 


Your direct maternal ancestors have passed down their mtDNA generation after generation. The line began with 
our common maternal ancestor in Africa and it ultimately reached you. Our mtDNA marks the path from our 
ancestors in Africa to their locations in historic times. Your ancestors carried their mtDNA line on their historic 
migrations. Your line’s present geography shows the path of this journey. Your mtDNA results are the most 
precise DNA tool for this line. Your mtDNA results use two strategies to explore your maternal origins. 


The first method uses your main (backbone) branch on the maternal tree, known as an mtDNA haplogroup. 
Scientists study the history of populations across geography and time using mtDNA. They often use the 
frequencies of each branch in modern populations, as well as samples from ancient burial sites. With these, they 
are able to tell us much about the story for each haplogroup. This traces back hundreds, thousands, or even tens of 
thousands of years. Your branch on the tree tells you where your maternal ancestors are present today and about 
their likely path out of Africa. We summarize what scientists know about your mtDNA Haplogroup on the mtDNA - 
Results page of your myFTDNA account. 


The second method uses your haplogroup information alongside your mtDNA Full Sequence differences. We use 
these to match you to the information of others in our database. These matches are more likely to share your 
lineage in closer genealogic time. Country frequencies thus reflect the more recent history of your ancestors. Both 
the mtDNA - Haplogroup Origins and the mtDNA - Ancestral Origins pages show this information. See the “Quick 
Steps” reference page for step-by-step instructions on how to access this information. 


Privacy and Courtesy Standards 


Privacy 


Family Tree DNA cares about your privacy. When you use our internal database, we can assure your privacy. 
However, please use caution if anyone asks you to export your results to other databases not endorsed by Family 
Tree DNA. Be sure you have confidence in the privacy protections of whoever is requesting your data. You should 
not ever share your kit number and password outside of Family Tree DNA. 


Courtesy Standards 


Family Tree DNA would like genetic genealogy and DNA testing to be an enjoyable experience for all. We ask that 
our customers treat each other, project administrators, and Family Tree DNA staff with courtesy and respect. 
When your matches reach out to you, please respond to them. Even an answer of “I don’t know’ is better than no 
answer. At all times, respect the privacy of others. Everyone has his or her own comfort level for sharing genetic 
information. The best policy is to ask before doing. 


Resources 

Useful links: 

myFTDNA 2.0 User Guide: mtDNA - http: famil G wi x?id= 
Understanding Results: mtDNA - http://www.familytreedna.com/fag/answers.aspx?id=10 
mtDNA Library of Scientific Papers - http://www.famil a. dna-papers.as 


Glossary (complete) - http://www .familytreedna.com/fag/answers.aspx?7id=21 
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Common Terms 


Coding Region: The coding region is the slow changing part of the mitochondrial genome. It contains genes, 
causing it to have a slower change rate than the rest of the genome. 


Direct Maternal Line: The direct maternal line is the line that traces your mother, her mother, her mother’s 
mother, and so forth. With the exception of yourself if you are male, this line consists entirely of women. 


GEDCOM - An internationally recognized software file (.ged) that allows you to organize genealogical information. 
You may export this file type from a number of software programs and upload your GEDCOM to the Family Tree 
DNA site. Family Tree DNA does not host or provide this software for you to create your GEDCOM. 


Genetic Cousins — Individuals whose DNA test results match one another, indicating shared genetic ancestry. 


Genome: A genome is a full set of genetic code. Humans have two genomes, the nuclear genome and the 
mitochondrial genome. The human nuclear genome is composed of 46 chromosomes (23 pairs), which contain 3 
billion base pairs. The human mitochondrial genome is composed of a single circular DNA sequence that contains 
16569 base pairs. 


Haplogroup - A haplogroup is a major branch on either the maternal or the paternal tree of humankind. 
Haplogroups are associated with early human migrations. Today these can be associated with a geographic region 
or regions. 


HVR1 (Hypervariable Region 1): HVR1 is one of two faster changing parts of the mitochondrial genome. There 
are two human Hypervariable Regions, HVR1 and HVR2. They do not contain genes. Therefore, they have a faster 
change rate than the coding part of the mitochondrial genome. 


HVR2 (Hypervariable Region 2): HVR2 is one of two faster changing parts of the mitochondrial genome. There 
are two human Hypervariable Regions, HVR1 and HVR2. They do not contain genes. Therefore, they have a faster 
change rate than the coding part of the mitochondrial genome. 


mtDNA (Mitochondrial DNA): Mitochondria are parts (organelles) within human cells. Our mitochondria 
provide cell respiration and make energy for the cell. Mitochondria were once separate organisms. Early 
mitochondria evolved inside primitive nuclear cells. They formed a mutually beneficial relationship with the 
larger nuclear cell and have their own mitochondrial DNA (mtDNA) genome. Human mothers pass their mtDNA 
genome to their children. 


MDKA (Most Distant Known Ancestor): Your most distant known ancestor (MDKA) is the furthest person who 
you have documented on a specific genealogical line. In genetic genealogy, it usually refers to someone on a direct 
maternal line (the mother, her mother, her mother's mother, etc.) or to a direct paternal line (the father, his father, 
his father's father, etc.). 


Polymorphism: Polymorphisms are changes to your DNA code. They are natural copying errors. One analogy is to 
think of a copy machine that is making many copies of a page. Occasionally it will make a mistake; an e might look 
more like an 0, for example. This is a “polymorphism.” If you then take that page with the o and copy it, it will pass 
on its "polymorphism" to all of its descendant copies. 


RSRS: The Reconstructed Sapiens Reference Sequence (RSRS) is the sequence against which scientists compare all 
tested results. Researchers created it using a global sampling of modern human samples and samples from ancient 
hominids. It is less likely to have bias toward one population or maternal lineage. 


rCRS: The historic revised Cambridge Reference Sequence (rCRS) is the sequence based on the first complete 
mtDNA sequence completed. 
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Genealogy Quick Steps 


Entering Your Ancestry Information 


Your myFTDNA account has two places for you to enter ancestry information. They are the My 
Account - Most Distant Ancestors page and the My Account - GEDCOM/Family Tree page. After 
you enter information, you will be ready to access and contact your matches. 


The My Account - Most Distant Ancestors page is where you enter basic information about your 
most distant known ancestor (MDKA) on your direct maternal line. To do so: 


1. Log in to your myFTDNA account. (https://www.familytreedna.com/login.aspx) 


2 On the top menu bar, find the My Account menu. 

a. From the My Account menu, select Most Distant Ancestors. 

4 On the My Account - Most Distant Ancestors page, look for the Direct Maternal area in 
the Most Distant Ancestors section. 


5. In the Direct Maternal area, select the Country of Origin. If you are not sure of this, 
select Unknown. 

6. In the Direct Maternal area, enter the name, date of birth, and date of death of your 
most distantly known direct maternal ancestor in the Name field. 

a Click the Save button to save your changes. 

8. On the My Account - Most Distant Ancestors page, find the Direct Maternal area in 
the Ancestral Locations section. 

o, Click the Add Location button to launch the Ancestral Locations Map wizard. 


10. Inthe Maternal Location section, click the blue Edit Location button. 

11. Follow the steps to add your direct maternal most distantly known ancestor’s 
location. This is usually the place where she was born. If you do not know that, it can 
also be where she was married or where she died. 


The My Account - GEDCOM/Family Tree page is where you upload an electronic file of your 
pedigree. GEDCOM is the standard format for sharing electronic pedigree information, and 
almost all genealogy software packages are able to export to standard GEDCOM format (.ged). 
To upload your file: 


1. First, you must export your GEDCOM file from the software in which you developed 
your family tree (you should be able to do this by clicking on File in that program 
and then Export to save this file to your computer). Please note that Family Tree 
DNA does not host or offer customer support for any GEDCOM software. 

Log in to your myFTDNA account. (https://www.familytreedna.com/login.aspx) 
On the top menu bar, find the My Account menu. 

From the My Account menu, select GEDCOM/Family Tree. 

On the My Account - GEDCOM/Family Tree page, look for the GEDCOM section and 
the Next button. 

Click on the Next button to start the GEDCOM Upload wizard. 
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Accessing Your Matches 


You may view your mtDNA Full Sequence matches on our website by following these steps: 


1. Log in to your myFTDNA account. (https://www.familytreedna.com/login.aspx) 


2. On the top menu bar, find the mtDNA menu. 
3: From the mtDNA menu, select Matches. 


The mtDNA — Matches page has two sections. The top Filter Matches section is where you can 
change the testing level and filter for specific parameters. The bottom Matches section is where 
you can view your matches. To view your most recent mtDNA HVR1 and HVR2 matches: 


i In the Filter Matches section, change the For: field to HVR1, HVR2, Coding Region. 
2 Click the orange Run Report button 


By default, your most recent matches will be at the top of the report. You can read about 
additional settings for the mtDNA - Matches page by clicking on the blue page Help button at 
the top of the page. 


Ancestral Origins Quick Steps 


mtDNA Haplogroup Information 


To find information about your maternal branch (haplogroup): 


se Log in to your myFTDNA account. (https://www.familytreedna.com/login.aspx) 


Ze On the top menu bar, find the mtDNA menu. 
3S. From the mtDNA menu, select Results. 
4, On the mtDNA - Results page, look for the Your Origin section. 


The Your Origin section describes what we know about the origin and historic migrations of 
your direct maternal line. 


Haplogroup and Ancestral Origins Information 


To find information about your more recent ancestral origins, begin with the mtDNA - 
Haplogroup Origins page: 


1. Log in to your myFTDNA account. (https://www.familytreedna.com/login.aspx) 


ee On the top menu bar, find the mtDNA menu, and then select Haplogroup Origins. 
Be On the mtDNA - Haplogroup Origins page, look for blue Help button. The help section 
describes how to interpret the table of populations and frequencies on the page. 


Next, check the mtDNA - Ancestral Origins page: 


1. Log in to your myFTDNA account. (https://www.familytreedna.com/login.aspx) 


oe On the top menu bar, find the mtDNA menu, and then select Ancestral Origins. 
3. On the mtDNA ~ Ancestral Origins page, look for blue Help button. The help section 
describes how to interpret the table of populations and frequencies on the page. 


Family Tree DNA - Gene by Gene, Ltd. 1445 North Loop West, Suite 820 Houston, Texas 77008, USA 
Phone: (713) 868-1438 
info@FamilyTreeDNA.com 
http://www.familytreedna.com 


Quetzalcoatl 
» GEOGRAPHICAL 


Nentsi DISTRIBUTION 


* 
© West Eurasia 


East Eurasia 


& America 
Lhotse@ _ 


East Eurasia 
& Oceania 


© Africa 


Central & 
South Eurasia 


West, South & 
Central Eurasia 


° Gilgamesh 
Mandala 


* 
Himalaya 
° Thang-la 


Baatsif _ 


Amadlozi@ _ TH E 
Miiaareges, . | Fe RNA 
CLANS 





Homo erectus 





Y-chromosome signature for 


Stuart William Dewhurst 


of the clan of 


WODAN 


15} 14/23/10] 11/13] 9 [16/12/11] 14/14/16] 10/11 | 


22541 


Certification Boyrhete Bryan Sykes MA PhD DSc roe ee 


Professor of Human Genetics, University of Oxford, England EXPLORE YOUR GENETIC ROOTS 















TRIBES OF BRITAIN 
CERTIFICATE 


S 


SSS 
SS 
< 


SS 


S 


— ~ ~. a 
SSS SSS 


This is to Certify 
that 


SSS 
Sx 


~ 


ys Y 
VA y 
Y y 


SSS 
SSS 
— 
a 
ss 







SSS se 





Yj oe yy 
] Stuart William Dewhurst y 
YY iY 
Y Y} 
j / 
Y carries a Y-chromosome recognised y 
Y as being of probable y 
] j 
Y ANGLO-SAXON or y 


DANISH VIKING 


SSS 
ee 


SSS 


Origin 


SS 


SSSR 


eS 


y Y 
i) V4 
Yj Y 
Y / 


SS 
Snr 


SES TRAN 
SSS SSS SSS SSS SSS SSS 


[15 [14] 23] 1011113] 9 | 16 12} 11 | 


OS 
SN 


SSS 


~ 


SSS 
SSS SS SSS 


Yj ) 
VW) / 
Y, y 
Yy V4 
Y yy 
y 

Y 







A 


Signed |B | 22541 | H | 


aan 


ES 
SSS 
\ 


SSS SSS SS 


— 
SIS 


— 









Professor Bryan Sykes on O rd 
Chairman ancestors 


Oxford Ancestors Limited EXPLORE YOUR GENETIC ROOTS 


Image top left: adapted from ‘Warrior’ photograph © 1995, The Vikings - used by permission. 


Tribes of Britain Analysis 


Thank you for requesting our Tribes of Britain analysis. We have now compared 
your Y-chromosome results with thousands of genetic signatures from Britain, 
lreland, continental Europe and Scandinavia. 


We are pleased ito fell you that, following these comparisons, we have identified 
your Y-chromosome as being of probable Anglo-Saxon or Danish Viking origin. 
We arrived at this conclusion by matching the details of your Y-chromosome 
signature against a reference database which contains details of different Y- 
chromosomes and their geographical distribution. From this comparison we can 
infer that your Y-chromosome belongs to a group which is prevalent in eastern 
Britain, reaching its highest frequency in men from East Anglia. 


These chromosomes become progressively less frequent as one travels west and 
north. They are comparatively rare in Wales and Scotland and almost absent 
from Ireland. From this distribution, and by genetic links to Germany and 
Denmark, we infer that your ancestor was either Anglo-Saxon or a Danish Viking. 
Since both Anglo-Saxon and Danish Vikings originated from the much the same 
area, around modern-day Jutland, it is not possible to assign your Y- 
chromosome to one or other of these two historical groups with greater 
precision by genetics alone. 


However, if you trace your ancestry to south or southeast England, then it was 
an Anglo-Saxon ancestor that probably brought your Y-chromosome to Britain. If 
your ancestry is from further to the north or east, including East Anglia, then the 
man who brought your Y-chromosome to Britain was more likely to have been a 
Danish Viking. If you are unsure, the historical origin of your surname may help 
you choose between these alternatives. 


When the Romans completed their conquest of Britain after the invasion of 
Emperor Claudius on 43AD, a complex web of Celtic-speaking tribes inhabited 
the islands. These were conquered one by one and systematically assimilated 
into the Empire. Only remote parts of Wales, northern Scotland and Ireland 
escaped Romanisation. When the Romans left Britain around 400 AD to defend 
Rome, they left it to the mercy of Anglo-Saxons from Germany and, later, Vikings 
from Denmark and Norway. The Anglo-Saxons began to arrive in the mid 400s 
AD while the Danish invasions did not begin in earnest until the ninth century. 
These invaders displaced some, but by no means all, of the original inhabitants 
They also dramatically changed the language of southern and eastern Britain 
from a Celtic tongue, similar to modern Welsh, to the forerunner of modern 
English. This linguistic influence did not extend into Ireland, Wales or northern 
Scotland, where Celtic languages are still spoken today. 
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Although we cannot tell from your Y-chromosome results whether your ancestor 
setiled in Britain peacefully or not, you can be sure that, whoever he was, he 
braved a dangerous journey into the unknown when he left his homeland. He 
must have been successful and fathered sons, but whether by Celtic or women 
of his own kind we cannot be sure. 


Through sons and grandsons, his Y-chromosome has been passed down virtually 
unaltered through time to you, where it lives on today in every cell of your body. 
Requiring no written records for its transmission, your Y-chromosome is a 
message from the past. It is truly your genetic legacy. If you have sons, it will 
continue its journey into the future through them. 


You can discover more about your ancestors and your Y-chromosome through 
the Oxford Ancestors website (www.oxfordancestors.com) which includes the 
opportunity to contact others with the same or similar genetic signatures by 
clicking on ‘DNA Connections’. You may also like to read Professor Bryan Sykes’ 
latest book Blood of the Isles, which explores the genetic origins of Britain and 
Ireland based on his recently completed ten-year survey. Blood of the Isles, 
published in the US as Saxons, Vikings and Celts, can be found in bookshops and 
signed copies can be obtained via our website. 





Thank you for your interest in Oxford Ancestors and congratulations on 
discovering more about your ancient ancesiry. 


Please note that the interpretations supplied with your Tribes of Britain analysis is based on the 
assumption that your paternal ancestry can be traced to Brifain or Ireland. The interpretations 
based on your Y-chromosome result give what we consider to be the most likely identity of the 
origin of your paternal ancestor or the historical group to which he belonged when he first 
reached these shores. 
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Y CHROMOSOMES AND THE POISSON DISTRIBUTION 


Rare random events like Y-chromosome mutations follow what is called a Poisson 
distribution. This is a statistical tool widely used to plot and predict the characteristics of 
events of this kind, such as following the decay over time of radioactive atoms or, famously, 
the number of men in the Prussian Army kicked to death by a horse each year during the 
nineteenth century. For Y-chromosomes it is used to estimate how long ago the men that 
carry them last shared a patrilineal ancestor. 


CPA 


t generations 





A B 


Here two men, A and B, are separated from their most recent common paternal ancestor 
(CPA) by t generations of descent. In the graph below we have plotted how t can be 
estimated by comparing the two Y-chromosome signatures. 
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The graphs plot how the probabilities for t change over time in cases where two 
Y-chromosomes differ by zero, one, two or three mutations in the Oxford Ancestors 15 
marker set. Y-chromosomes differing by more than three mutations are unlikely to have a 
CPA within the last 1000 years and are not illustrated. 


The number of generations (t) back to the CPA is plotted along the bottom while the axis on 
the left shows the probability, as a percentage, for each value of t. These graphs are plotted 
from the Y-chromosome mutation rate using the Poisson statistic. 


The blue line follows the distribution of t where two Y-chromosomes are identical, with zero 
mutational differences. If these chromosomes belonged to two brothers, when t=1, the 
chances of their being exactly the same across the fifteen marker set is almost 100% (actually 
97.5%). Following the blue line, the probability declines until, after twenty generations from 
the CPA, the chances of the two Y-chromosomes matching exactly falls to about 30%. After 
that it continues to decline until, after 100 generations, it is very close to zero. 


The red line follows the distribution of t when there is one mutational difference between the 
two Y-chromosomes. This starts off at 2.3% when t=1, that is after one generation, then 
climbs to a maximum value of 37% after 15 generations then falls away. The green and 
purple lines illustrate the values for t when the Y-chromosomes being compared have two 
and three mutational differences respectively. 


Another way of using the graphs is to find out when the probabilities for t reach their 
maximum values. You might want to do this, for instance, where you know the genetic 
signature of two Y-chromosomes and want to find the likeliest value for t. For identical 
Y-chromosomes, traced by the blue line, it is at 0 generations and declines steadily after that. 
But even after 50 generations, over 1000 years ago, there is still a small residual probability 
(3%) that no mutations have occurred on either line of descent and the chromosomes still 
match each other exactly at all fifteen markers. For Y-chromosomes with one mutational 
difference, the likeliest value for t is 20 generations after which the probabilities slowly 
decline. For two mutations the most probable value for t is 35 generations while for 
chromosomes differing by 3 mutations the most likely value is 55 generations. 


The shapes of the curves are also instructive. As the number of mutations between two 
Y-chromosomes increases, the plots become increasingly flat. This means that the 
confidence in the accuracy of t diminishes as the mutational differences between the two 
Y-chromosomes increase. 


This scope for inaccuracy is an unavoidable consequence of the random nature of genetic 
mutation of the Y-chromosome. Neither is the accuracy of the estimate improved by using 
more markers, which tends to flatten the curves even more. Consequently, although the 
Poisson distribution is a useful guide to the behaviour of mutations over time, we do not 
recommend using genetic differences between Y-chromosomes alone to fix the time of a 
common paternal ancestor. 
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Your closest Ancient populations... 
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The Longobards (Winnili) were a pre-Viking era Scandinavian tribe who migrated south towards Germania. Upon reaching Germania, the Winnili ran into 
conflict with the powerful Germanic Vandals. Both sides appealed to their chief god Odin for victory. To achieve victory against the more numerous Vande 
the godess Freia told the Winnili women to tie their hair to look like beards. Odin saw them standing in the field and asked who are these long beard warri 
After their victory the Winnili were called the Longbeards which in time renamed to Longobards/Lombards. Not finding adequate food resources, they ver 
into Pannonia in modern day Hungary. There the Longobards allied with the Avars to defeat the Gepids, but all the spoils went to the Avars. As a result, th 
Longobards under King Alboin left the region and relocated into northern Italy where the land was ripe and by then the Longobards had a fierce reputatio! 
Byzantine Empire had spent vast amounts of money defeating the Ostrogoths and now had the Longobards to deal with. Eventually the Longobard Kingd 
italy was split between two rulers, one at Milan and the other at Pavia. Weakened by internal fighting, Charlemagne of the Franks seized the lands of the 
Longobards and absorbed it into the kingdom of the Franks. However, some territories survived under Lombard dukes. 
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Scythians had a reputation as the epitome of savagery and barbarism - they were among the earliest peoples to master mounted warfare. They lived in te 
covered wagons and fought with composite bows shot from horseback. With great mobility, Scythians could absord the attacks of more cumbersome 
footsoldiers and cavalry, just retreating out of range. Various barbed and poisoned arrows would be used. Western Scythians were based in modern-day 
Ukraine, Southern Russia, Romania and Bulgaria. Scythians obtained their wealth from the control over trading slaves, grain, wheat, flocks and cheese. 
Physically they appeared Europid although some had Euro-mongoloid phenotypes. Most descriptions mention them as red or fair-haired with blue-grey e 
herwork and woodwork, as well as tattooing. 
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In the frozen north, a land of people clung to the ancient gods in a land whose earth would freeze over in winter and sun would hide away for months. The 

bred harsh warriors with mastery of metals to fight away the greedy trolls and thieving dwarves. Sailors would brave the sea in dangerous waters fighting 

storms of Thor the god of thunder. The seafaring culture started raiding further and further outside their homeland in Scandinavia. Small villages were rai 

at first, but once slaves and money started flowing in the Vikings became ever ambitious. The Vikings were ruthless and fearless with bloodlust only rivale 

their desire for fame. Ragnar Lodbrok was one such Viking who raided England and Paris. Eventually Vikings settled the 'Danelaw' in England, Scotland ar 

Ireland and the Danish King Knut unified the whole of England. 
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Your closest Archaeogenetic matches... 


(Smaller numbers mean closer matches to you) 





1. Nordic Lombard (590 AD) (4.783) _ (Click for more info) 

2. Bell Beaker Scotland (2100 BC) (5.076) _(Click for more info) 

3. Nordic Lombard (670 AD) (5.144) _(Click for more info) 

4. Nordic Lombard (590 AD) (5.7) _(Click for more info) 

5. Nordic Lombard (670 AD) (6.027) _(Click for more info) 

6. Nordic-Celtic Gladiator York (250 AD) (6.119) _(Click for more info) 
7. Bronze Age Germany (1050 BC) (6.202) _ (Click for more info) 

8. Nordic Lombard (670 AD) (6.216) _(Click for more info) 

9. Scythian Moldova (290 BC) (6.638) _ (Click for more info) 

10. Viking Norse Iceland (935 AD) (6.82) _ (Click for more info), 

11. Celtic Briton (70 BC) (6.902) _(Click for more info) 

12. Nordic Lombard / Winnili (590 AD) (6.938) _(Click for more info) 
13. Alemanni Longobard Noble (605 AD) (6.957) _ (Click for more info), 
14. Viking Norse Iceland (935 AD) (7.11) _(Click for more info), 

15. Anglo Saxon (700 AD) (7.232) _(Click for more info) 

16. Corded Ware Denmark (2450 BC) (7.263) _(Click for more info) 

17. Colonial American Pennsylvania (1700 AD) (7.308) _(Click for more info), 
18. Ostrogoth Nordic (520 AD) (7.317) _(Click for more info), 

19. Nordic Lombard (670 AD) (7.624) _(Click for more info), 

20. Frankish Longobard Noble (605 AD) (7.807) _(Click for more info) 
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Modern Populations 


Your closest genetic modern populations... 


1. West_Norwegian (4.175) 
2. Norwegian (5.272) 

3. Orcadian (6.930) 

4. North_Dutch (7.146) 

5. Swedish (7.626) 

6. Danish (7.973) 

7. Welsh (8.582) 

8. West_Scottish (9.026) 
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i Amerindian -0 
| Arabian 0 
Armenian -0 


Basque 2,92 


East_Asian -O 
East_Balkan 6,26 


East_Med -0 
Eastern_Euro 
Fennoscandian 
French 7,65 
Iberian 5,79 


Italian 0,48 
Malayan -O 
Near_Eastem 
North_African 


North_Caucasian 
North Sea 14,47 
Northeast_African 
Oceanian -0 


Omotic 0 
Pygmy 0 
Siberian -0 


South_Asian-O 
South_Central_Asian 
South_Chinese 
Volga-Ural 0,41 


West_Caucasian 
West_Med 0,65 





Central_African -0 
Central_Euro 9,99 
East_African -0 


East_Central_Asian -0 
East_Central_Euro 12,26 


Indo-Chinese 4 


0 
-0 

North_Atlantic 10, 
0 
0 


0 
0 
West_African -O 
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|. Population admixture section 


Bear in mind that closely related populations will often turn up instead of the actual populations that make up your background . 


nMonte3 oracle 


nMonte3 provides you with frequencies related to your recent ancestry. It is also very adept at detecting subtle regional differences. Author of nMonte alghoritm - 


Ger Huijbregts. 


distance of your genome to references 











1 Schlesw ig-Holstein 0,6485839 
2 Norw ay_w est 0.7006217 
3 SE_England 0.7071090 
4 Nordrhein-W estfalen 0.7135472 
5 NL_Juid_Holiand 0.7211583 
6 NW_England 0.7261631 
7 Denmark 0.7416230 
8 Niedersachsen 0.7700804 
9 NL_Noord_Holland 0.7719336 

10 Ni_limburg 0.7782738 

T 
peepee breakdown | estimated % 

Schleswig-Holstein 32.6 

Saarland 24.6 

Nordrhein-Westfalen 14.6 

Finnish_Swede 9 

Denmark 8.6 

West_Scottish 6.6 

ES_Pais_Vasco 3.6 

Nieder-Schlesien | 











0.4 





@ Schliesw ig-Holstein ™ Saarland ™ Nordrhein-Westfalen 
@ Finnish_Sw ede ™ Denmark ™ West_Scottish 
@ ES Pais Vasco ® other 





: : : | author Lukasz Macuga www.lm-genetics.ovh, contact@im-genetics.ovh 





targeted nMonte oracle (without German 
references) 











F fa 
population breakdown estimated % aos 
= —- @ NL_Friestand 
| Walloons 30.2 ieee 
NI_Friesland 78 © Finnish Swede 
Finnish_Swede 6.6 ® West_Scottish 
West_Scoftish 6.6 BNL timbyr 
NL_Limburg 62 ely 
SV_Gotaland 58 = SV_Gotaland 
Cumbria 5.4 = Cumbria 
$V_Norland 46 
ES_Pafs_Vasco 4 ® SV_Norrland 
Albanians_FYROM | 28 ®@ ES Pais Vasco 








© Albanians_FYROM 





targeted nMonte oracle (without 
Dutch references) 














population breakdown | estimated % ® Cumbria 
Cumbria | 38.2 @ Denmark 
Denmark = © SV_Norrland 
SV_Noriand 1 
_Lombardia B Somes 
f_Venefo 28 @ IT_Veneto 
SV_Gotaland 2.6 m 
| FR South 12 piel 
ES_Pais_Vasco 1 @ FR_South 
f_Ladinia i ll ES Pais Vasco 
Finnish_Swede 0.2 2 
ele re @ {T_Ladinia 
© Finnish_Swede 





Admix4 oracle (two methods, one of them is usually more speculative} 

The oracle works in a similar way to the Gedmatch Oracles, though the estimates here are far more robust. One shouldn't take all of them literaly, but rather as 
extreme examples of possible diistant admixtures. Admix4 is a different tool which is similar to the Gedmatch oracles. it compares your frequencies fo the list of most 
simitar averages ( The same process as nMonte single item distances) or models you as a combination (two-way, three-way, or four-way} of different populations. in 
some cases if will be in line with the actual ethnic combination you inherited from your parents and grandparents ancestries. It may be the case that different 
populations show up in each oracle, especially for people of a mixed background. Author of Admix4 oracle - Alexander Burnashev. 





Population approximations (1,2,3,4) distance to your 
genome (from lowest 
to highest in every 

| aproximation) 





Least-squares method. 


Using 1 population approximation: 


1 Norway_west 7,007193 
2 SE_England 7,093374 
3 Nordrhein-Westfalen 7,137089 
4 NL_Zuid_Holland 7.217412 
5 NW_England 7.262966 
6 Denmark 7,41626 

7 Niedersachsen 7,70049 

8 NL_Noord_Holland 7,722558 
9 NL_Limburg 7.786136 
10 NL_Overijssel 7.89484 


246 iterations. 


Using 2 populations approximation: 





1 Walloons+SV_Gotaland 4,282938 
2 Flemish+SV_Gotaland 4,547094 
3 Saarland+SV_Svealand 4,552558 
4 Saarland+SV_Gotaland 4,595262 
5 Rheinland-Pfalz+SV_Gotaland 4,598848 | 
6 Walloons+Norway_south-east 4,64666 { 
7 Saarland+Norway_south-east 4,711554 
8 Walloons+Denmark 4,729785 

















9 Walloons+Norway_central 
10 Saarland+SV_Skane 
30381 iterations. 


Using 3 populations approximation: 

1 50% SV_Gotaland +25% Saarland +25% Walloons 

2 50% Cumbria +25% Saarland +25% SV_Norriand 

3 50% SV_Gotaland +25% Saarland +25% Flemish 

4 50% Denmark +25% Nordrhein-Wesifaten +25% Saarland 

5 50% NW_England +25% Saarland +25% SV_Normland 

6 50% Nordrhein-Westfalen +25% Saarland +25% SV_Svealand 
7 50% Norway_south-east +25% Saarland +25% NL_Limburg 

8 50% SV_Gotaland +25% Saarland +25% NL_Limburg 

9 50% Flemish +25% Nordrhein-Wesifalen +25% SV_Svealand 
10 50% Nordrhein-Westfalen +25% Saarland +25% Norway_north 
6171455 iterations. 


Using 4 populations approximation: 

1 Nordrhein-Westfalen+Saarland+Cumbria+SV_Nomand 

2 Nordrhein-Westfalen+Saarland+NW_England+SV_Norrland 

3 Nordrhein-Westfalen+Saarland+SE_England+Norway_north 

4 Nordrhein-Westfalen+Saarland+NW_England+SV_Svealand 
5 Nordrhein-Westfalen+Saarland+NW_England+Norway_Hedmark 
6 Saarland+Cumbria+SE_England+SV_Norrland 

7 Nordrhein-Westfalen+Saarland+NW_England+Norway_north 
8 Nordrhein-Westfalen+Saarland+SE_England+SV_Nomland 

9 Nordrhein-Westfalen+Saarland+SE_England+SV_Svealand 

10 Nordrhein-Westfalen+Saarland+SV_Svealand+Denmark 

11 Nordrhein-Westfalen+Saarland+Flemish+Norway_north 

12 Nordrhein-Westfalen+Saarland+SV_Svealand+Norway_west 
13 Niedersachsen+Saarland+Cumbria+SV_Norland 

14 Saarland+Cumbria+NW_England+SV_Nomland 

15 Nordrhein-Westfalen+Saarland+Nl_Overijssel+SV_Svealand 
16 Nordrhein-Westfalen+Saarland+SE_England+Norway_Hedmark 
17 Nordrhein-Westfalen+Saarland+Flemish+Norway_Hedmark 
18 Saarland+Walloons+SV_Svealand+SV_Gotaland 

19 Nordrhein-Westfalen+Saarland+SW_England+SV_Norriand 
20 Nordrhein-Westfalen+Saarland+Flemish+SV_Svealand 
78509098 iterations. 


Gaussian method. 
Noise dispersion set to 0,130062 


Using 1 population approximation: 
1 Denmark 

2 Nordrhein-Westfalen 
3 Norway_west 

4 SV_Skane 

5 SV_Gotaland 

6 Niedersachsen 

7 SE_England 

8 NW_England 

9 Orkney 

10 Norway_south-east 
246 iterations. 





Using 2 populations approximation: 

1 Nordrhein-Westfalen+Denmark 

2 Denmark+Denmark 

3 SV_Gotaland+FR_Brittany 

4 Nordrhein-Westfalen+SV_Skane 

5 Nordrhein-Westfalen+SV_Gotaland 
6 Nordrhein-Westfalen+Norway_west 
7 NW_England+SV_Gotaland 

8 NW_England+Denmark 

9 Oberland(western_Ost_Preussen)+SW_England 
10 Denmark+FR_Brittany 

30381 iterations. 


Using 3 populations approximation: 

1 50% Denmark +25% Denmark +25% FR_Brittany 

2 50% Denmark +25% SV_Gotaland +25% FR_Brittany 

3 50% SV_Gotaland +25% Denmark +25% FR_Brittany 

4 50% Denmark +25% SV_Skane +25% FR_Brittany 

5 50% SV_Gotaland +25% SV_Gotaland +25% FR_Brittany 

6 50% Nordrhein-Westfalen +25% Denmark +25% Denmark 

7 50% Nordrhein-Westfalen +25% SV_Gotaland +25% FR_Brittany 
8 50% SV_Gotaland +25% SV_Skane +25% FR_Brittany 

9 50% Denmark +25% Niedersachsen +25% FR_Brittany 

10 50% Nordrhein-Westfalen +25% SV_Svealand +25% FR_Brittany 
3050713 iterations. 


Using 4 populations approximation: 

1 Denmark+Denmark+Denmark+FR_Brittany 

2 SV_Gotaland+Denmark+Denmark+FR_Brittany 

3 SV_Gotaland+SV_Gotaland+Denmark+FR_Brittany 

4 SV_Skane+Denmark+Denmark+FR_Brittany 

5 SV_Gotaland+SV_Gotaland+SV_Gotaland+FR_Brittany 
6 SV_Gotaland+SV_Skane+Denmark+FR_Brittany 


author: Lukasz Macuga www.im-genetics.ovh, mae | : : 


4,745988 
4,773436 


3,768347 
3,77647 

3.779548 
3,889816 
3,913724 
3,928551 
3,978997 
3,993011 
4,012674 
4,030042 


3.410538 
3,446965 
3,488587 
3.531816 
3,545745 
3,557103 
3,61863 

3,632441 
3.635511 
3,635915 
3,644988 
3,660439 
3,662395 
3,667419 
3,672627 
3,672998 
3,673593 
3.679234 
3.681315 
3.699494 


3,032539 
3,181213 
3,262533 
3,283909 
3,333964 
3,38429 

3,457961 
3,502102 
3,644635 
3,688886 


3,009854 
3,032539 
3,053846 
3,069395 
3,078497 
3,112756 
3.112948 
3,117587 
3,122988 
3,133806 


2.973076 
2.978238 
2.990729 
3,006777 
3,009.46 

3,009854 
3,020776 
3,024675 
3,031061 
3,034364 


2,973076 
2,978238 
2.990729 
3,006777 
3,009.46 

3,013113 
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7 SV_Gotaland+SV_Gotaland+SV_Skane+FR_Brittany 

8 Niedersachsen+Denmark+Denmark+FR_Brittany 

9 Denmark+Denmark+Denmark+Denmark 

10 Niedersachsen+SV_Gotaland+Denmark+FR_Brittany 
11 NW_England+Denmark+Denmark+Denmark 

12 SV_Skane+SV_Skane+Denmark+FR_Brittany 

13 Niedersachsen+SV_Gotaland+SV_Gotaland+FR_Brittany 
14 SV_Gotaland+SV_Skane+SV_Skane+FR_Brittany 

15 NW_England+SV_Gotaland+SV_Gotaland+FR_Brittany 
16 Niedersachsen+SV_Skane+Denmark+FR_Brittany 

17 Niedersachsen+SV_Gotaland+SV_Skane+FR_Brittany 
18 SV_Svealand+Denmark+Denmark+FR_Brittany 

19 NW_England+SV_Gotaland+Denmark+Denmark 

20 NE_England+Denmark+Denmark+Denmark 

15615766 iterations. 





3,024675 
3,031061 
3,032539 
3,033226 
3,039813 
3,043792 
3,044695 
3,048311 
3,051711 
3,056798 
3,061017 
3,061092 
3.061776 
3,066484 





Reference points method oracle 


Similar to nMonte but uses different algorhitm created by A. Wanke and W. Kocka. If is usually more speculative than nMonte. 


15 population aproximation % 
NL_Noord_Holiand 
DE Schieswig-Holstein 
NL_Zuid_Holland 
NL_Limburg 
England_North-West 
DE Niedersachsen 
Denmark 

NL_Ov erijssel 

Flemish 

DE Nordrhein-W estfalen 
England_South-East 
Norway_west 
NL_Gelderland 
NL_Groningen 
Orkney 
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2-way Dodecad oracle 

The program considers aif pairs of populations, and for each one of them calculates the minimum distance to the sample in consideration, and the admixture 
proportions that produce it; population pairs where the distance to one of the two populations is smaller than to any admixture of the two are ignored {ftom original 
author - Dienekes Pontikos,' description]. Don't treat it as nMonte results, there are more theoretical combinations, showing your "shifts" towards for example more 
northern or more southern for western / eastern) groups of populations. 
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[189.4% Saarland + 60.6% SV_Gotalond 3.6876 
[2.] 39.7% Saarland + 60.3% Norw ay_south-ecst 3.7959 
[3] 33.5% Saarland + 66.5% Denmark 3.8253 | 
[4.1 70.9% Schiesw ig-Holstein + 29.1% Saarland (oe eS 
[5.] 38.6% Saarland + 61.4% SV_Skane 3.8427 
16] |72.3%SV_Gotoland + 27.7%IT_Aosta 13.9667 | 
17.] (31.3% Soorland + 68.7% Norw ay_w est g 3.9815 
[8.] _71.9%SV_Gotoland+ 28.1% FR_South 4.029 
[9.] 40.7% Sw iss_German + 59.3%SV_Gotaland [4.1102 
[10.}_|74.6% Schlesw igHolstein+ 25.4% FR_Sw iss “4.1202 
{11,] 48.2% Walloons + 51.8%SV_Gotoland (ae 
[12] 48.5% Saarland + 51.5%SV_Svediond |4.2005 
13] |69%SV_Gotalond+ 31% FR_Central 4.2282 
14] AIR Sw iss_German + 59% Norw ay_south-east see 14.2625 
[15.]_81%Schlesw ig-Holstein+ 19%FRSouth 4.2672 | 
4.2848 | 
re 4.3385 
: 4.3426 | 
43458 
4.3538 
14.9544 
___ (48725 
4.3861 | 
See een | 
: 4.4302 
[26,] |78% Denmark + 22% |T_ Aosta ene 4,442 
{27.]_ |79.7% Norw ay_w est + 20.3% 11 Aosta 4.4562 
[28] 60%NL_limburg + 40% Norw ay_south-eost Cae Tass 
[29,] |33.9% Sw iss_German+ 66.1% Denmark aaa = 5 4.4611 
[80] (64.5% Schlesw ig-Holstein + 35.5% W alloons ss 4.4638 
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ll. Multivariate statistics section 
CA (Correspondence Analysis 


In the case of mixed individuals (with distant ancestry} this tool will show them as a mid-point between their ancestral admixtures. 








MDS plot (with minimum spanning tree} 


Here are not only the dois and branches connected with you important, but also the dots nearest to you, just fo a lesser extent. A span of longer distance on a 
branch shows also shows a greater genetic distance to you. 


Conwnatez 








LM 





author: Lukasz Macuga www.im-genetics.ovh, contact@im-genetics.ovh | | 


Dendrogram (relevant part) 


Papulations on higher branches connected to you are thase from whom you have some ancestry. Also those immediately below. Population which makes pair with 
your sample is usually closest onefaccording to this fool}. 


burg 
Stuart 
Se engend 
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lll. Similarity / Ancestry maps section 


Average location map 

it is based on nMonte3 results fall references}, where percentages of given region are multiplied by geographical coordinates. Sum of ail mulfpiplied coordinates 

gives average position on the map. Don't treat it as locationof your ancestral homeland (but sometimes it could be close indeed, in case of not too mixed people}, 
! porte KE = 


53.128213,8.391051 Hamburg. 











ST } 
_Ghoningen~7Y olden é 
\ Assen | a {= "Bremen 
¢ \ j 0 he y h 
[ : — ; ieee 
Correlation map Euclidean distances map 
Below is a Pearson’ linear correlation map which compares your results fo From most to less similar population to your sample. Although top of the list is 
different regional averages around the world (scale - 1, 1). In the case of mixed | "early similar to ordering in correlation list, nevertheless lower positions are in 
persons with distant parental admixtures, the top results are offen midpoint better order (for exmple at the botiom every Europan has Melanesians, 


between them, however results lower down the list should show areas from the | AMerindians and Africans) compared to distant position on the correlation list 
derived parental admixtures. For many people this is the best way fo show their | Which were random, so I don't provide them. 

actual regional ancestry. It's also worth mentioning that some similar genetic 
regions like those from the North Sea Germanic cluster can show up even if they 
aren't part of your actual ancestry. The map is a graphical representation of the 
correlation vatues list. 


GOOGLE MAP LINK (Open to have large, zoomable map with geographic 


names in your language, clicking ¢ gion stows is value) 


GORGE MAE LUMK(Open to have apes zoomable map with geographic names 





Carelation values (values below 0.2 are insignificant, below 0 completely not £uclidean distances 
important so | don't provide them) 


DE Schleswig-Holstein 0,97761 DE Schleswig-Holstein —1,3142452 











1 ] 
2 Norway_west 0,97362 2 Norway_west 1,412867 
3 DE Nordrhein-Westfalen 0,97244 3 DE Nordrhein-Westfalen 1,4498298 
4 Denmark 0,971 4 England_South-East 1,4899324 
2 England_North-West 0,96962 3) England_North-West 1,4924028 
6 NL_Zuid_Holland 0,96905 6 Denmark — 1,5061582 
7 England_South-East 0.96878 7 NL_Zuid_Holland 1,5459639 
8 DE Niedersachsen 0,96757 8 NL_Noord_Holland 1,5946491 
9 NL_Noord-Holland 0,96405 9 DE Niedersachsen 1,6069316 
10 NL_Overijssel 0,96381 10 Flemish 1,6084992 
i NL_Limburg 0,96359 in| NL_Overijsse! 1,6101981 
12 Flemish 0.96341 12 NL_Limburg 1,6439247 

[18 SV_Skane 0,96197 13 NL_Gelderiand 1,6479903 
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14 
15 
16 
17 
18 
19 
20 
2) 
22 
23 
24 
2 
26 
27 








England_North-East 0,96176 
NL_Gelderland 0,96156 
SV_Gotaland 0,96061 
Iceland 0.96011 
Norway_south-east 0,95845 
NL_Utrecht 0,95518 
Cumbria —0,95087 
Ni_Groningen 0.95035 
NL_Friesland 0,95034 
Orkney 0,94971 
NL_Noord_Brabant 0,94963 
Norway_central 0,94934 
DE Bayern 0,9491 
Shetlands 0,94864 
Walloons 0,94799 
Wales 0,9465 
Scotland 0,94496 
Northern Ireland 0,94495 
West_Scoitish 0,94202 
DE Hessen 0,93958 
England_South-West 0,93501 
DE Rheinland-Pfalz 0,92958 
SV_Svealand 0,92613 
FR_North-West 0,92558 
DE Baden-Wirttemberg 0,91876 
Pommem  0,91864 
DE Mecklenburg-Vorpommermn 
FR_North-East 0,91544 
Ireland 0,91229 
FR_West 0,91103 
Norway_Hedmark 0,9056 
DE Sachsen-Anhalt 0,90277 


Swiss_German 0,90184 
DE Saarland0,89291 
Sudetenland 0,891 
Central_Prussia 0,89093 
DE Thiringen 0,88935 
DE Sachsen 0,88354 


Oberland_Upper_Prussia0,87837 
FR_Britfany 0,87829 
Luxembourg 0,87002 
Austria 0,86568 

Tirol {AUT) 0,8593 

FR_Swiss 0,84567 


Niederschlesien 0,84444 
Norway_north 0,83835 
FR_mixed 0,83115 
DE Brandenburg 0,83012 
SV_Nomland0,82799 
West_Prussia 0.81657 


Neumark — 0,80298 
Danzig&Marshiand 0,79393 
FR_Central 0,79132 

Czechs 0,76418 

Grenzmark 0,76239 

Hungary 0,75876 

FR_South 0.7313 

Slovenia 072968 

Aosta —0,72759 
Lusatian_Sorbs 0,7212 
WLadinia 0,70622 
Estonia_NW 0,69192 
Swede_Finland 0,69187 
NE-Prussia 0,68474 
Piemonte 0,67892 

{T_Friuti 0,67515 
PL_Subcarpathia 0,67271 
PL_Kuyavia_&_SE Pomerania 
Croatia 0,6704 


PL_Upper_Silesia 0,66767 
WTrentino 0,66488 
Central Romania 0,66324 


Greater_Poland (Wielkopoiska) 
Veneto 0,66235 
PL Kashubians 0.6599 
PT_Azores 0,65305 
T_Bolzano 0,65166 
Croats_BIH 0,64986 
Swiss_ltalian 0,64742 
ES_Galicia 0,64374 
ES_Cataluna 0,63526 
Slovakia —_-0,63038 
GR_Viach 0,62006 
Ukraine_Westem 0,61982 
ES Islas Baleares 0,61734 
Pl_South (Matopolska} 0,61559 
Masurian 0,6 1387 
Bosniaks 0,60914 
Portugal_Norte 0,60782 
Carpathian Rusyns 0,60717 


0,91687 


0.67145 


0,66243 








England_North-East 1,7684719 
SV_Skane  1,7798043 
Iceland 1,7856007 


SV_Gotaland 1,8016224 
NL_Uirecht 1,8083054 
Norway_south-east 1,8545444 


NL_Noord_Brabant 1,9053559 
Walloons = 1,9113395 
Cumbria —-1,9370501 


Orkney 1,9377033 

Wales 2,006989 
NL_Groningen 2,0071871 
Norway_central 2,0157034 
DE Bayern 2,0417335 

Scotland 2,0688712 

DE Hessen 2,0749055 
NL_Friesland 2,0845329 
Northern Ireland 2,0894778 
West_Scoitish 2,1260587 
Shetlands 2,1473743 

DE Rheinland-Pfalz 2,2270816 
FR_North-West 2,2707329 


England_South-West 2,2744482 
Pommern  2,3762713 

DE Baden-Witrttemberg 2,3939896 
FR_North-East 2,4188592 
DE Mecklenburg-Vorpommem 
FR_West — 2,4822263 


SV_Svealand 2,5134367 
Swiss_German 2,599 1288 
DE Sachsen-Anhalt 2,6006307 
Ireland 2,6102422 

DE Saarland2,7193111 

Sudetenland 2,7371446 
DE Thiringen 2,7547049 
Central_Prussia 2,805888? 
DE Sachsen 2,8090599 

Norway_Hedmark 2,8896027 


Oberland_Upper_Prussia2,9482733 
Luxembourg 2,9659073 
FR_Brittany 3,021299 
Austria 3,0231398 
Tirol (AUT) —3,078673 
FR_Swiss 32027984 
Niederschlesien 

DE Brandenburg 
FR_mixed 3,4329144 
Neumark 3,7508225 
Norway_north 
Danzig&Marshland 
FR_Central 3,8277926 
West_Prussia 
Hungary  3,9147955 
Czechs 3,9509077 
Grenzmark 4,0699999 
SV_Norrland4,0812719 
Slovenia 4,1627748 
T_Ladinia 4,3261452 
Aosta 4,3726412 
FR_South 4,4026183 
Central Romania 
I_Friuli 4,5121793 
Lusatian_Sorbs 
Croatia 4,535139 
IT_Piemonte 4,5685626 
Veneto 4,6606563 
Croats_BIH 4,6775819 
Bolzano 4,6953509 
Trentino 4,7152802 
GR_Vlach 4,8063636 
Dutch_Ashkenazy 4,8491259 
North-East_Romania 4,8569016 
PL_Subcarpathia 48583384 
North-West_Romania 4,8874881 
Bosniaks  4,8980935 

Western Serbians 4,9021009 
PL_Upper_Silesia 4,921045 
PT_Azores 4,9416464 
NE-Prussia 4,9913942 

Serbia 5,0038295 
Montenegro 5,017266 
Slovakia — 5,0245088 
Swiss_Italian 5,0385781 

ES_Galicia 5,0654588 
PL_Kuyavia_&_SE_Pomerania 
South-East_Romania 5,1060786 
Moldova 5,1131524 
South-West_Romania — 5,1402976 
Greater_Poland (Wielkopolska} 
Ukraine_Western 5.1876125 


3,2161754 
3,4112234 


3,8062938 
3,8198879 


3,8433276 


4,4995283 
4,5132892 


2,4429733 


5,0851647 


5,1596075 

















North-East_Romania —_-0,60708 


Western Serbians 0,60684 
ES_Huelva 0,60558 
Portugal_South 0,60479 
Dutch_Ashkenazy 0.6014 


North-West_Romania 0,597.44 
Serbia 0,58467 
PL_Central 0,58155 
Montenegro 0,58098 
ES Comunidad Valenciana 
Moldova —_0,5801 


ES Spanish_mixed 0,57575 
ES Principado de Asturias 
Estonia_general 0,57074 
ES_Cantabria 0,57037 
Lombardia 0,56816 
South-West_Romania 0,5592 
RU_Volgograd 0,559 11 
Cossacks_Kuban 0,55858 


South-East_Romania 055231 
ES_Aragén 0,55183 
Portugal_Centro 0,551.48 
PL_Masovia 0,54873 
ES_Andalusia_South 0,54805 
Estonia_south-central 0,54341 
ES Regi6n de Murcia = 0,5422 
Ukraine_Volhyn 0,54183 
RU Don Cossacks 0,53618 
ES Castilla-La Mancha 0,5346 
Ukraine_Vinnytsya 0,53361 


Belarus Polesye 0,53348 
ES_Andalusia_North 0,53309 
ES Castilla y Leon 0,53261 


PLLublin —0,53073 
Estonia_NE 0,52942 


Ukraine_Chemivisi 0,52839 
Belarus West 0,52691 
Estonia_East0,52433 

Portugal_Lisboa 0,52404 
RU Voronezh 0,52249 


RU Tver 0,51967 
ES_Canarias0,51557 
Macedonia_FYROM — 0,51191 
Estonia_SW 0,5116 


RU Novgorod 0,51051 
RU Orel 0,51026 

RU Kostroma 0,5075 
Ukraine_Zhytomyr 0,50645 
RU Tula 0,50591 
White_Cubans 0,50561 
RU Metschora & Murom 0,50559 
ES Extremadura 0,50317 
RU Yaroslavl0,50273 

RU Ryazan 0,49671 

RU Smolensk 0,49554 
Estonia_SE 0,49546 

South-West Finns 0,49482 
Ukraine_Cenitral 0,49324 
{_Emilia-Romagna 0,49281 
Belarus East 0,49255 


RU Kotlas 0,49229 

RU_Bryansk 0,49199 

RU Tambov 0,48969 

RU Kursk —-0,48883 

ES Navarra 0,48866 

ES La Rioja 0,4886 
Ukraine_north-east 0,48682 
RU Kaluga 0,48659 
South_Romania 0,48373 
MLiguria 048343 

RUPerm —_0,48302 

RU Central 0,48165 


Korelian_Tver 0,48123 
Latvia_western 0,48004 
Albanians Montenegro 0,47946 
Saami_Finland 0,47933 
RU Belgorod 0,47652 
PL Suwalki 0,47441 

Mordva Erzya 0,47328 


Zaporozhe_Cossacks  0,46625 
Tuscany 0,46501 
RU_Vyatka 0,46011 
RU North Dvina 0,45985 
PT_Madeira 0,45946 
Vepsians 0,45242 
Bulgaria 04486 
RU Pskov 0,44715 
Kosovo 0,43422 
FR_South-West 043392 


Marche 0,43097 


0,58026 


0,57205 
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Carpathian Rusyns 5,1893254 


ES_Cataluna 5,2208596 
Portugal_South 5,2259005 
PL Kashubians 5,2682832 
Pl_South (Matopolska) 5,2758908 
Portugal_Norte 5,3198137 
ES Islas Baleares 5,3349905 


Macedonia_FYROM 5,3680087 
ES_Huelva 5,3871523 


South_Romania 5,4139702 
Ukraine_Chernivtsi 5,424314 
T_Lombardia 5,5031999 


PL_Central 5,6030025 

Masurian 5,6362839 

Albanians Montenegro 5,6364367 
Bulgaria §=—-_- 56504905 

ES Comunidad Valenciana 
Pomak 5,7286466 
ES_Canarias5,760426 

ES Spanish_mixed 5,7770509 
RU_Volgograd 5,7858267 
Estonia_NW 5,8091838 

BLG_Turks 5,8228671 


RU Don Cossacks 5,8366496 
Portugal_Lisboa 5,8733092 
Portugal_Centro 5,8760574 


ES Principado de Asturias 
T_Emilia-Romagna 5,9321654 
Cossacks_Kuban 5,9349157 
ES_Andalusia_South 5,9388053 
ES Castilla-La Mancha 5,9517121 
White_Cubans 5,9635965 
Kosovo 5,9710766 

MT_Liguria —5,9807001 
Zaporozhe_Cossacks 5,9930923 


Ukraine_Vinnytsya 5,9984272 
GR_Macedonia 6,0296737 
ES Regidn de Murcia = 6,0414446 
Ukraine_Volhyn 6,0484784 
PI_Lublin 6,1063326 

Ukraine_Zhytomyr 6,1257439 
GR Thrace 6,1369018 

RU Voronezh 6,1389318 


Tuscany 6,1554807 
PT_Madeira 6,1638912 
GR_Thessaly6,1824494 
Marche 6,1973954 


ES Castilla y Leon 6,2229744 
RU Orel 6,2291886 
North_Albania 6,2499857 


PL_Masovia 6,2633971 
ES_Andalusia_North 6,2693476 
ES_Aragén 6,2709718 
Albanians_FYROM 6,276494 
GR_Thessaloniki 6,3127563 
RU Metschora & Murom 6,3181422 
RU Ryazan 63181467 


Belarus West 6,3252754 
ES_Cantabria 6,3398786 
Belarus Polesye 63399568 


RU Tver 6,3463064 
RU Tambov 6,3475639 


ES Extremadura 6,376386 
Tatar_Kryashen 6,3769787 
RU Tula 6,4269813 
Tatars_Kazan 6,4446008 
Swede_Finland 6,4982122 
RU Kursk 6,5164165 

RU Belgorod 6,5328416 
RU Perm — 6,5366405 

Mordva Erzya 6,5407792 
Ukraine_Central 6,5427729 
GR_Peloponese 6,5429595 
South_Albania 6,5573967 


RU Yaroslav! 6,5645366 

GR_Eubea 6,5807302 

RU Kostroma 6,5972192 
RU Central 6,6004505 

RU Kaluga 6,6072562 

RU Smolensk 6,608767 
Ukraine_north-east 6,6415122 
FR_Corsica 6,6652962 

Estonia_NE 6,6816799 
Belarus_Ashkenazy 6,6866603 
Belarus East 6,6973291 

Gitano_ES 6,7029497 

RU_Bryansk 6,7050615 
GR_Central 6,7180459 
Romanian_Jew 6,7443259 
_Abruzzo 6,8205842 


5,7276372 


5,8830182 
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RU_Samara 0,42473 
Karelians 0,42468 
Latvia_general 
Lithuanians 0,41214 
RU Pinega 0,40938 
Ingrians 0,40475 
Mordva Moksha 
FR_Corsica 0,39799 
Albanians_FYROM 
Pomak 0,38964 
East & North Finns 
Tatar_Kryashen 
North_Albania 
BLG_Turks 0,38181 
Latvia_north-east 
GR_Thessaly0,37193 
GR_Macedonia 
GR Thrace 0,36309 
FR_Basque 0,36062 
Gitano_ES 0.3539 
South_Albania 

ES Pais Vasco 
Tatars_Kazan 

Komi 0;33395 
GR_Thessaloniki 
{Lazio 0.32032 
Saami_Kola 0,30931 
GR_Eubea 0,298 
GR_Peloponese 
Saami_Norway 
GR_Ipeiros 0,28099 
W_Abruzzo 0,27982 
GR_Central 0,25706 
NL_Drenthe 0,25074 


0,42028 


0.40378 
0.39451 
0,38851 
0,38731 
0,38612 
0.37533 


0,37154 


0,35088 
0.34184 
0,33863 


0,33274 


0,29137 
0,28443 


Sephardi_Portugal(Belmonte) 


Belarus_Ashkenazy 
GR_Andros 0,21936 
Romanian_Jew 
Sicily Trapani 


0,22936 


0,20684 
0,20254 


0,24651 





RU Kotlas 6,8447157 
Estonia_general 
RU_Vyatka 6,8911787 
IT_Lazio 6,9338925 
RU Novgorod 
GR_Ipeiros 6,962851 
Crimean Tatars Coast 
Mordva Moksha 
RU_Samara 7,0904671 
GR_Cyclades 
GR_Andros 7,1727171 
Estonia_SE 7,1935163 
RU Pskov = 7,1981623 
ES Navarra 7,2042146 
Poland_Ashkenazy 
TR_Istanbul 7,2560417 
Greeks_Azov 
Sicily_Trapani 
Estonia_SW 7,2914383 
Estonia_East7,2953355 
TUN_Sousse 7,2967608 
Estonia_south-central 
Sicily_Caltanisetta 
Latvia_Ashkenazy 
Apulia —_7,3635726 
Sicily_Palermo 
PL_Suwalki 7,393133 
Sicily_Ragusa 
Sicily_Agrigento 

ES La Rioja 7,4868154 
Malta 7,5087405 
GR_Crete 7,5797592 
TR_North-West 
Latvia_western 

Komi 7,6405253 
RU North Dvina 
_Campania 


6,8621623 


6,9347866 


6,9739354 
6,9828343 


71617034 


72522091 


7,2625732 
7,2874623 


73260403 
7,3551425 
73616648 


73651966 


7,431 1007 
7,4631319 


7,6324155 
7,6390081 


7 6463266 
7,6648004 


Sephardi_Portugal(Belmonte) 


German_Ashkenazy 
GR_Chios 7,6993128 
GR_kythira 7,7148517 
Sicily_Katania 
Sicily_Messina 
France_Ashkenazy 
_Calabria 7,8308941 
GR_Ikaria 7,8610023 
Sephardi_Bulgaria 
TR_South-West 
GR_Kalymnos 
Moroccan_Jew 
ltalian_Jew 8,0813627 
TR_Central-West 
FR_South-West 
Lithuanians 8,1747801 
GR_Dodecanese 
Crimean Tatars Steppe 
Latvia_general 
NL_Drenthe 8,2977622 
RU Pinega 8,3401576 
Algerian_Jew 
Sephardi_Turkey 
TR_South 8,3864231 
Roma_BH 8,4550435 
TUN_Bizerta 8,4644993 
TR_Central-East 
Romaniote 8,5113729 
Turkey_Anatolia 
Tunisian_Jew 
TR_Central_Black-Sea 
Libyan_Jew 8,8160941 
Turkmenistan 
Syrian_Jew 8,8860972 
Tajik 8,9004092 
Puertorico 8,9293023 
Vepsians 8,9329267 
TR_East 8,96367 


Udmurts 89752594 
Syria 8,9986908 
Latvia_north-east 

Azeri 9,1435759 
Azeri_lran 91948394 
Yagnobi 92194828 


Cyprus 92298589 
Kurd_IQ_Dohuk 
IQ_Kirkuk — 9,2585901 
Tajik_Rushan 

TUN_Sfax 93410634 
Jordan 9,3563976 
Uzbekistan_Jew 
Karelian_Tver 


7,6773614 


7, 7464697 
7,7604061 
7,7685765 


78776981 
7,9207383 
7,9725773 
8,0683599 


8,0911796 
8,1586833 


8,2286833 


8,2733177 
8,2880023 


8,366696 
8,3846001 


8,5070297 
8,589173 
8,626023 
8,6491047 


8,8672546 


90228956 


92575258 


93345324 


94179892 
94212682 


7,6690529 
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Lebanon_Muslim 
Tajik_Shugnan 
Chuvashes 9,4764279 
IQ_Mosul 9,4902936 
Kurd_IQ_Sulajmanila 
Kurd_TR 9,5007539 
TUN_Siliana 9,5154467 
IQ_Najaf = 95171895 
Georgian_Jew 
{Q_Karbala 9,5540775 
lranian 9,5542104 
IQ_Diyala 9,5648536 
Tat_Jew 95661918 
\Q_Turkmen 9,5770357 
IQ_Arab_Ninevah 
Uzbek_AFG 9,5851054 
Tajiks_AFG 9,5934727 
Kurd_Armenia 
IQ_Yazeedi 9,6112927 
1Q_Babylon 9,6149834 
IQ_Anbar 9,6468351 
Kurd_IQ_Kirkuk 
Azerbeijani_Jew 
Pontic_Greeks 
Turkmen_AFG 
lranian_Jew9,6801021 
Uzbek 9694482 
Armenians 9,7380212 
\Q_Tikrit 9,7523673 
IQ_Basra 97632104 
TR_Trabzon 9,7898802 
Assyrians = 97971354 
IQ_Syriac 98107581 
lranian_Shiraz 
Kurd_IR 98450596 
TUN_Tunis 9,8580261 
IQ_Shabak 9,8642727 
Kurdish_Jew9,8739052 
Kumyks 98756838 
{Q_Marsh_Arabs 
Kabardinians 
|Q_Muthanna 
Circassians 9,8931001 
Palestina 9,904451 
IQ_Chaldean 
IQ_Wasit —9,9158117 
IQ_Maysan 9,9870722 
ALG_Algier 10,012477 
Tajik_Iskashim 
Bashkirs 10,051324 
Kurd_Fayli 10,055778 
TUN_Gabes 10,060816 
ALG_North-West 
Saami_Finland 
Kurd_IQ_Erbil 
ALG_Kabylie 

Lori (Iran) — 10,204088 
Tabassaran 10,21702 
lraqiJew  10,221617 
IQ_Mandean 
Moroccan North 
Balkars 10,288457 
IQ_Qadisiyah 
Lebanon_Christian 
FR_Basque 10,413893 
lranian_Kerman 
Lezgin 10,443763 
ALG_Laghouat 

ES Pais Vasco 

TR Lazes 10,488861 
Cirenaica_Libyans 
Georgia East 
lranian_Mazandarani 
Karachays 10,568633 
lranian_Gilaki 
South-West Finns 
{Q_Thi-Qar 10,611482 
Karelians —10,624275 
Samaritans 10,662798 
Uyghur 10,694231 
AFG Pashtun 

Mari 10,753377 
Adyghe —_10,777484 
Iranian_Bandari 
Avars 10,7877 
ALG_North-East 
Egyptians 10,87434 
Columbians 10,876222 
Sardinia 10,955711 
Egyptian Copts 


9.437631 
9,4607385 


9,4918968 


9.537655 


9,5814746 


9,5941378 


9,6468706 
9,6538502 
9,6583205 
9,6628438 


9,8285327 


9,880882 
9,8893681 
9,8908214 


9912717 


10,014966 


10,076704 
10,095403 
10,111695 
10,192673 


10,249074 
10,271271 


10,296346 
10,394267 


10,423481 


10,474633 
10,48189 


10,501398 
10,558985 
10,563332 


10,583923 
10,592073 


10,743345 


10,781 281 
10,817435 


11,034968 
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Copts Sudan 11,079228 
Chitrali 11,152242 
Tatars_Siberia 11,182961 
Hazara_AFG 11,204318 
Bedouin —-:11,241939 
Karakalpaks11,295008 
PAK Pashtun 11,299378 


Osettians 11,319453 
Moroccan Casablanca 11,339468 
Baluch 11,368117 
Tunisian Berber Chenini. 11,412625 
Yemen Hadramaut 11,431984 
Georgia Imereti 11,568027 
East Moroccan Berbers 11,620844 
Abkhasian 11,715941 
Chechens 11,770006 
Kalash 11,955883 
Western Georgia 11,979498 
IND Jat Sikh 12,032237 
Mumbai_Jew 12,185493 
Saharawi = 12,193196 
Saami_Norway 12,363361 
Saami_Kola 12,474241 
IND Kashmiri Pandit 12,543941 
Georgia Svans 12,552648 
IND Brahmin_Nepali 12,573677 
IND Punjabi 12,602817 
Kazakhstan 12,658591 


IND Gujarati_A 12,701965 

IND Jammu Brahmin —_12,708314 
Yemen_North 12,748 

South Morocco Berbers 12,836271 

Nubian Halfawieen (Sudan) 12,868592 
PAK Punjabi 13,052978 

IND Brahmin Uttaranchal 13,087856 
Ingrians 13,11545 

Kirghiz_Pamir 13,199889 


PAK Sindhi 13,211084 

Makrani 13,221433 

IND Brahmin_Himachal_Pradesh 13,238193 
Arab Bataheen Sudan 13,388714 
IND Brahmin_Bihari 13,482912 
Shors 13,576262 
Yemen_Jew13,621892 

Arab Gaalien Sudan —-13,727015 
Hakas 13,753775 

Kyrgyzstan 13,77071 

Saudi Arabia ~ 13,812218 
Druzes 13,83927 

Burmese —-13,895915 








IND Gujarati_B 14,050214 
Cochin_Jew 14,056156 
Arab Shaigia Sudan 14,089994 
IND Garo 14,13535 

Nubian Danagla (Sudan) 14,173053 
IND Brahmin UP 14,323974 
Beja Hadendowa (Sudan) 14,345454 
Nubian Mahas (Sudan) 14,359979 
IND Meena 14,379099 

South Moroccans 14,400161 
Gujarat 14,613951 

IND Kshatrija UP 14,663048 
IND Khasi 14,738482 

Kusunda (Nepal) 15,00654 
East & North Finns 15,15118 
Bangladeshi 15,154934 
IND Brahmin Tamil Nadu 15,214984 
IND South_Brahmin 15,233093 
IND Gujarati_C 15,440606 
Beja Beni Amer (Sudan) 15,704364 
Tamang (Nepal) 15,88376 
IND_Bengalli 16,054295 

Altaians 16,073573 

IND Meghawal 16,173176 
IND Lambadi 16,255547 
Kalmyks —_ 16,259949 

IND Muslim UP 16,3771 
Tigre 16,485693 

Tharus (Nepal) 16,52304 
Mexicans 16,621859 

IND Gujarati_D 16,709144 
Mansi 16,754962 

Oromo (Ethiopia) 16,807987 
Amhara —-16,883703 

Tamil Ceylon 17,052396 
IND Velamas 17,119843 
Khanty 17,154916 

IND Scheduled Caste UP 17,230278 


Mongols —_-17,341923 
Lahu_China 17,352143 
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464 
465 
466 
467 
468 
469 
470 
471 
472 
473 
474 
475 
476 
477 
478 
479 
480 
481 
482 
483 
484 
485 
486 
487 
488 
489 
490 
491 
492 
493 
494 


Ethiopian_Jew 
IND Juang 17,47734 


1744532 


IND Scheduled Caste Tamil Nadu 


IND Telugu 17,682473 
Thai 17,771083 
Burusho 17,778657 
IND Ho 17,793579 
IND_Bonda 17,810902 
IND Kharia 17,822444 
IND Savara 17,830773 
IND Kapu —_17,830997 
Yizu China 17,834301 
IND Gadaba 
Naxi_China 17,976323 
Aeta&Agta 18,020478 
IND Dhurwa 18,059897 
IND Kurumba 

IND Mawasi 18,210425 
IND Yadava18,246086 
IND Khonda_Dora 
Miaozhou (China) 
Tibetan 18,442104 
IND Relli 18,461148 
Sandawe (Tanzania) 
IND_Asur —_18,617579 
IND_Bhunjia 18,685775 
IND Nihali = 18,693405 
IND Santhal 18,696308 
Buryat 18,725059 
PAK_Brahui 18,79865 
IND Iulia 18,916401 
Masaai 18,981088 
ALG Oase Berber 

IND Sakkili 19,028402 
Luzon (Phillipines) 
Batak Aeta 19,158749 
IND Naga 19,172685 
Tujia China 19,233451 
Somali 19,286629 
IND Kannadi 
Han_south 19,487082 
Ami_Taiwan 19,502781 
Atayal_Taiwan 

Maori 19,564859 
Igorot (Phillipines) 

IND Paniya 19,694659 
IND Hakkipikki 

Nivkhs 19,788406 
Han_Singapore 
She_China_ 19,838877 
Tahiti 19,872939 
Samoa 19,905612 
IND Madiga19,934051 
IND Malayali 

Vietnam Central 
Selkups 20,133483 
Vietnam North 
Vietnam South 

Ket 20,300958 
Visaya (Phillipines) 
Kikuyu (Kenya) 

Hadza (Tanzania) 
Cambodia 20,582843 
Han_Taiwan 

IND Mala = 20,839514 
Han_north 20,931073 
Bajo (Indonesia) 

Ulchi 21,466508 
Tonga 21,566628 
Dusun (Borneo) 

Murut (Borneo) 

Tuvan 22,413506 
Malay 22,590974 
Nenets 23,01039 
Sumatra (Indonesia) 
Lebbo (Borneo) 
Korean 24,129658 
Arab Messiria Sudan 
Bali (Indonesia) 
Dai_China 24,89403 
Dolgan 25,112576 
Alur_Uganda 

Java (Indonesia) 
Luhya 25,805828 
Timor (Indonesia) 
Bulala (Chad) 
Zagawa =. 26,658411 
Yakuts 26,862693 
Eskimo 27,208937 
Luo 27,289038 


17,924031 


18,133222 


18,262199 
18,419722 


18,555971 


19,021878 
19,10304 


19,326592 


19,533249 
19,643515 
19,742366 
19,806194 


20,086745 
20,125915 


20,14781 
20,274687 


20,386095 
20,411534 
20,421327 


20,66953 


21,336658 


21,614795 
21,616915 


23,314026 
23,317713 


24,26523 
24,677771 
25,676012 
25,742 


26,006864 
26,204812 


17,481579 
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Eskimo Chukotka 
Merina (Madagascar) 
Chukchis — 27,747996 
Even-Magadan 
Even-Sakha 28,048354 
Xhosa 28,408806 
Gemar (Sudan) 
Evenk-Krasnoyarsk 
Bantu_Kenya 
Peruvians 28,829489 
Mada (Cameroon) 
Evenk-SE —29,231332 
Alaskan_Athabaskan 
ltelmen 29,782655 
Pantar (Indonesia) 
Koryak 30,384979 
Alor(Indonesia) 

Nuba south (Sudan) 
African-American 
Japanese 30,947916 
Tswana 30,957228 
Nganassan 31,000574 
Shiluk (Sudan) 

Sotho 31,353372 
Papuan_Coast 
Athabaskan 
Baria_Sudan 

Pedi 31,930692 
Zulu 32,151527 
Bantu South Africa 
Dinka (Sudan) 

Herero 33,489395 
Fang (Gabon) 

Nuer (Sudan) 
African-Barbados 
Ovambo = 35,084873 
Makua_Mozambic 
Kongo. 35,484495 
Gambian Mandinka 
Mende (Sierra Leone) 
Hausa (Nigeria) 

Igbo (Nigeria) 
Biaka_Pygmy 
Bolivian_Pando 

San 39,918286 
Vanuatu —40,300028 
Brong Ghana 
Chane_ARG 

Esan (Nigeria) 
Quechua 41,130331 
Yoruba (Nigeria) 
Zapotec  42,220688 
Mixtec 42,256664 
Australian Aborigine 
Nahuva 43,03598 


LM 
S 


27,341705 
27,444817 


28,034246 


28,540369 
28,613284 
28,772775 


28,955401 
29,713058 
30,109734 


30,631504 
30,664095 
30,707454 


31,331895 


31,461386 
31,724141 
31,853211 


32,375597 
32,912379 


33,834034 
33,99415 
34,518193 


35,220201 


35,640199 
37,36925 

38,389966 
39,589464 
39,628268 
39,768823 


40,478184 
40,876379 
40,976073 


4),665982 


42,387178 


South_California_indians43,421939 


Mandinka 43,438633 
Cachi_ARG 43,535626 


Bolivian_Quechua 
Huichol 44,119011 
Mixe 44,163746 


Colla_ARG 44,226582 
Bolivian_Aymara 
Wichi_ARG 46,771925 
Nasioi (Melanesians) 
Baining (Melanesians) 
Papuan_Highland 


43,826465 


46,42493 


47233547 
48,209646 
51,567689 
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Introduction 


Over 350,000 years ago, the first modern humans came into being after diverging 
from an earlier archaic human species. Since then, humans have migrated across 
the planet. Modern humans first evolved on the plains of East Africa and then split 
off into groups which spread until modern day. The current world population is 7.6 
billion and projected to be 8.6 billion in ten years. 

Over time, humans have separated themselves into thousands of ethnic groups 
and different classifications. However, all humans share approximately 99.9% of the 
same DNA, with only 0.1% of a difference between people. Due to constant 
migration over the centuries, human populations are extremely interconnected and 
it is estimated by geneticists that all humans are around 50th cousins of one 
another at most. 

Throughout your personal journey into your own genetic history, you will find that 
at times, total accuracy from genetic ancestry tests is extremely hard to find. While 
we have done our best in this report to classify your ancestral ethnicities, 
populations are extremely interconnected and complete accuracy is not always 
possible to achieve. 


Overview of Human History 


The derivation of modern humans (Homo Sapiens) occurred within the African 
continent over 350,000 years ago from archaic types of Homo Erectus. Some other 
varieties of archaic humans predating or coexisting alongside modern humans for 
periods of time included Neanderthals, Denisovans, Homo rhodesiensis, Homo 
heidelbergensis, and Homo antecessor. The brain size of these archaic human 
species had a brain size which overlapped with the brain size of modern humans, 
however these species generally had thicker skulls, lack of a distinct chin, and 
prominent brow ridges. Recent genetic studies indicate that modern humans may 
have bred with Neanderthals, Denisovans, and possibly other archaic human 
species. 





Historical migration of human populations began with the movement of Homo erectus out of 
Africa and across Eurasia around 1.75 million years ago. Around 150,000 years ago, Homo 
sapiens appears to have spread across most of the African continent and moved into Asia as 
early as 125,000 years ago. By 40,000 BCE, humans had spread throughout Asia, Australia, and 
Europe. Additionally, humans moved across the land bridge into the Americas by around 15,000 
to 20,000 years ago and into most Pacific islands by 2,000 years ago. 


Early humans migrated due to many factors such as changing climate, famine, wars, and 
natural disasters. Humans primarily lived in small groups, and these interlinked tribes became 
the foundation for the modern day concept of the ethnic group. An ethnic group or an ethnicity, 
is a category of people who identify with each other based on similarities such as common 
ancestry, language, history, society, culture or nation. Ethnicity is usually an inherited status 
based on the society in which one lives. Membership of an ethnic group tends to be defined by 
a shared cultural heritage, ancestry, origin myth, history, homeland, language or dialect, as well 
as symbolic systems such as religion, mythology and ritual, cuisine, dressing style, art or 


physical appearance. 

Ethnic groups, derived from the same historical founder population, often continue to speak 
related languages and share a similar gene pool. By way of language shift, acculturation, 
adoption and religious conversion, it is sometimes possible for individuals or groups to leave 
one ethnic group and become part of another. 


DNA Overview 


Deoxyribonucleic acid (DNA) is a nucleic acid which contains the genetic instructions for the 
development and function of cellular life. The main role of DNA in the cell is as a blueprint and 
is involved in the long-term storage of information as well as the construction of other 
components of the cell, such as proteins and RNA molecules. 


The DNA segments that carry genetic information are called genes, but other DNA sequences 
have structural purposes, or are involved in regulating the expression of genetic information. 


In eukaryotes such as animals and plants, DNA is stored inside the cell nucleus, while in 
prokaryotes such as bacteria and archaea, the DNA is in the cell's cytoplasm. 


Unlike enzymes, DNA does not act directly on other molecules; rather, various enzymes act on 
DNA and copy its information into either more DNA, in DNA replication, or transcribe it into 
protein. Other proteins such as histones are involved in the packaging of DNA or repairing the 
damage to DNA that causes mutations. 


DNA is a long polymer of simple units called nucleotides, which are held together by a 
backbone made of sugars and phosphate groups. This backbone carries four types of 
molecules called bases and it is the sequence of these four bases that encodes information. 


The major function of DNA is to encode the sequence of amino acid residues in proteins, using 
the genetic code. To read the genetic code, cells make a copy of a stretch of DNA in the nucleic 
acid RNA. These RNA copies can then be used to direct protein synthesis, but they can also be 
used directly as parts of ribosomes or spliceosomes. 


Genes and Chromosomes 


A gene is a segment of DNA that determines individual characteristics such as height and hair 
color. Humans have around 20,000 genes. Genes are passed between generations in the form 
of chromosomes. 


People typically have 23 pairs of chromosomes, with one chromosome in each pair coming 
from the father and one coming from the mother. Each chromosome contains hundreds to 
thousands of genes. Because people usually have 46 chromosomes and only 23 are passed on 
to a child, half of a parent's chromosomes are not passed on to his or her child. The 23rd pair, 
the sex chromosomes, differ between males and females. Females have two copies of the X 
chromosome, while males have one X and one Y chromosome. 

Autosomes are chromosomes which aren't sex chromosomes and autosomal DNA testing is a 
test of the autosome. It is inherited from all ancestors in recent generations and so can be used 
to match with other testers who may be related and to what ethnicity an individual matches. 
Autosomal testing is now the dominant type of genealogical DNA test, and for many companies 
it is the only type of test which is offered. 


During the biological processes that result in the formation of the sperm and egg, DNA is 
randomly shuffled and then sorted into the resulting sperm and egg. Over many generations, 
this results in the sperm and egg containing DNA from many different ancestors. 


A simple illustration involves thinking of your parents’ DNA as marbles in jars. You get 50% of 
the marbles in your dad's jar and 50% of the marbles in your mom's jar to make your marble 
jar. 

Because we withdraw whole marbles from these jars, it’s possible that your father has red, blue, 
green, yellow, purple, gray, turquoise, and orange marbles, but that your scoops don't have any 
red marbles from your dad's side. This doesn’t mean that you didn’t descend from your "red 
marble" dad, it means only that you didn’t inherit any of your dad’s red marbles. 


Inheritance Percentages 

Every human inherits approximately 50% of their genome from each of their parents. However, 
the amounts of DNA which are inherited from generations prior to your parents are not evenly 
split 50/50 with each successive generation of offspring. Therefore, the following chart displays 
the approximate percentage of the genome which you have inherited from each ancestral 


group extending 6 generations into the past. Note that the amount gets increasingly more 
miniscule the further back you go. 


Generation #YouHave Who Approximate 
Percentage of Their 
DNA That You Have 


Today 
1 You 100% 
4 2 Parents 50% 
2 4 Grandparents 25% 
3 8 Great-grandparents 42.5% 
4 16 Great-greai-grandparents 6.25% 
5 32 Great-great-great-grandparents 3.12% 
8 64 Sreat-great-great-great- 1.56% 


G 
grandparents 


Because inheritance is random, humans don't necessarily inherit the same amount of DNA 
from grandparents of the same generational level. An example of this would be a 
great-great-grandparent passing down 6 percent of his genome to you while another 
great-great-grandparent only ended up passing down 3 percent to you. Furthermore, this 
concept also is extended by default to ethnicity being passed down to successive generations 
meaning that you may not receive any measurable ethnic percentage from a grandparent 
within your family tree from 6 generations ago. 

By the time the DNA is passed down to you, the DNA segments you've inherited are 
randomized. Generally, the process of estimating one’s ethnic composition is completed by 
virtually dividing the genome into small regions and assigning each region to a set reference 
population in a database. 


Sibling DNA 


From generation to generation, only around half of a parent's genome is inherited by each 
child. Due to this, siblings end up getting different genes from each parent. For example, if you 
had several siblings, you would end up receiving half of your parents’ total DNA. Your sibling 
would receive the other half (with around 50% of that amount being identical to yours). Another 
sibling would show the same pattern of inheritance as the second sibling relative to you, and 
this pattern would continue for every additional sibling present. Because of this, ethnic 
percentages are not always distributed evenly among siblings. 


If you are female, you inherit 50% of the nuclear DNA from your mother and 50% from your 
father, since they each give you an X chromosome. If you are a male, you get slightly more than 
50% of your nuclear DNA from mom, because you get her X chromosome and your dad's Y 
chromosome. The X chromosome has 153 million base pairs and about 2000 genes, while the Y 
chromosome has about 58 million base pairs and about 200 genes. If you calculate on the basis 
of the whole genome, which is about 3.3 billion base pairs, it ends up being that you have 
around 2.7% more nuclear DNA from your mom. An interesting point here is that fathers pass 
down a bit more nuclear DNA to daughters than to sons, because they give the much larger X 
chromosome to daughters. 


Genetic Influence of Neighboring Regions 


Over the last several thousand years, there have been times when some groups of people were 
isolated from neighboring populations. Genetic isolation increases the amount of similarity 
between group members of that population due to intermarriage over time. Genetic isolation 
has mainly been driven by geographic restrictions and socioeconomic reasons. However, when 
individuals from genetically different population clusters intermarry, this results in an 
admixture which is more difficult to distinguish. High rates of gene flow between populations 
reduce the genetic distance between these populations and if gene flow is high enough, these 
populations become a single population from a genetic perspective. High rates of admixture 
are extremely common throughout the world and always have been throughout history. 
Migrations and close geographic proximity are the primary drivers of admixture throughout 
human populations. For example, we find that a high degree of Greek DNA matches DNA in the 
neighboring Balkan countries, Turkey, and southern Italy. 


Results Overview 


Upon examining your DNA, we found numerous markers which correspond to certain genetic 
markers in the reference database. Your raw DNA data file matched with several populations 
throughout our database which were mainly located in these areas: 


Geographic Regions: 
Scandinavia, Western Europe, Northwestern Europe 


Trace matches were found in the following populations: 


_— Norwegian Flemish Walloon South Asian 
Ethnicity 
ee 0.99 0.72 0.83 0.45 


Trace amounts which were smaller than 1% were negated since these generally have a high 
degree of inaccuracy. Trace matches represent low confidence ethnic estimates which are 
generated during our ethnic determination process. These values are very speculative and 
hence are not added into the main ethnic percentage estimates. In upcoming pages, we detail 


your overall regional estimates and also your specific ethnic estimates. 


Overall Regional Estimate : 


83.5% 


Northwestern 
Europe 





Scandinavia 8.5% 


Western Europe 8.0% 
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The above illustration details the overall regional populations which you matched with. Trace 
population matches are not included, and the following pages detail the groups to which you 
matched with under each regional designation. It is important to note that varying degrees of 
regional overlap and admixture are probable within your heritage from the above regions and 
neighboring regions due to migration, conflict, and trade throughout the millenia. These values 
do not necessarily indicate you have recent ancestry from these regions and instead may 
simply indicate that you share common intermediate ancestors with these populations. There is 
also a wide range of overlap between these groups. See the next page for a visual 
representation and discussion of your specific ancestry estimates. 


Specific Ancestry Estimates: 


After analyzing your DNA, we determined that you most closely fall under the following 
populations: 





@ English 27.4% 
@ Kish 22.8% 
®@ Welsh 6.2% 
®@ Scottish 20.0% 
@ Orcadian 2.1% 
@ Cornish 5.0% 
& Breton 1.9% 
@ French 1.4% 
®@ Dutch 1.0% 
@ Frisian 3.7% 
® Swedish 7.2% 
@ Danish 1.3% 


The chart depicted below details the “Overall Regional” matches, followed by the “Ethnicity” 
matches, “Sub-regional population” matches, and “Percentage” for each. 
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Overall Region Ethnicity Sub-Regional Population Percentage 


Manchester, Kent, Berkshire, 
Liverpool, Chester, Hampshire, 


Northwestern Europe English 27.4% 
ae S Northumberland, Norfolk, : 
Suffolk 
Londonderry, Louth, Meath, 
Northwestern Europe irish Shannon, Galway, Tipperary, 22.8% 
Longford, Kildare, Waterford 
Northwestern Europe Welsh Conwy, Newport 6.2% 
Northwestern Europe Scottish Stirling, Argyll, Fife, Angus, 20.0% 
Northwestern Europe Orcadian Westray 2.1% 
Northwestern Europe Cornish Cornwall 5.0% 
Western Europe Breton France (Brittany) 1.9% 
Western Europe French Nord Pas De Calais 1.4% 
Western Europe Dutch Utrecht, Gelderland 1.0% 
Western Europe Frisian The Netherlands, North Frisia 3.7% 
Ostergotland, Oland, Blekinge, 
Scandinavia Swedish S 6 7.2% 
Halland 
Scandinavia Danish East Jutland, North Jutland 1.3% 


The table represents your results per region. The matching ethnicity is given and the sub-region 
is specified where applicable. For many ethnic groups dispersed in several countries, the 
sub-region is given as the name of the country since this represents the localized population 
and not the entire overall ethnic group. For a general example, the wider Mande ethnicity 
inhabits several West African countries, hence the country would be given under the 
‘sub-region’ heading. Additionally, the sub-region depicts the sub-regional population of the 
ethnicity. An example would be "English" as the ethnicity and "Northeast" and “Devon” as the 
sub-regional populations, indicating a population of English from the Northeastern portion of 
their region and another match to the English population in Devon. Please note that due to the 
nature of population migration and gene flow over time, these sub-regional matches are 
speculative. We use data sets which correlate approximately to these regional populations, but 
it is important to note that there are significant degrees of overlap between populations and 
hence these should only be viewed as estimates. 
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When looking through the results, we determined that you may have some admixture between 
some of these specific designations and their neighboring populations. It is important to note 
that the ancestry of the populations displayed indicates that there may be a high degree of 
mixture between the percentages of your ancestry originating in some geographic regions. 
Here is a list of each of the distinct populations you matched with and some brief details on 


each: 
Ethnicity 


English 


Irish 


Weish 


Description 

British- The region which is now Great Britain, Scotland, Ireland, and Wales has 
historically had high degrees of admixture with neighboring groups. By the beginning of 
the first millenium AD, several Insular Celtic speaking tribes inhabited the British Isles. 
Around AD 43, Romans conquered these tribes and controlled the area until around the 
5th century when Anglo-Saxon groups began to move in. Following this, Viking invasions 
occurred and Viking settlements were established to a degree in certain areas. Vikings 
established themselves in northern France and became known as the Normans, who 
then ruled throughout the British Isles and nearby areas.Modern Britons are descended 
mainly from the varied ethnic groups that settled in the British Isles in and before the 
11th century which include various Prehistoric groups, Brittonic, Roman, Anglo-Saxon, 
Norse, and Norman populations. The signatures of Germanic influx to England are now 
widely accepted and has been shown in several studies which describe Germanic genetic 
markers as ranging between 20% and 40% throughout the population. A study into the 
Norwegian Viking ancestry of British people found that there is evidence of particular 
concentrations in certain areas; especially the North Sea islands of Shetland and Orkney, 
but also to a lesser extent the Western Isles. Two new genetic studies have recently been 
published on the Irish both showing that there is a large Northwestern French 
component to the Irish (called Celtic in this study) and a West Norwegian admixture 
event timed to the Viking era. The progressive political unification of the British Isles 
facilitated migration, cultural and linguistic exchange, and intermarriage between the 
peoples of England, Scotland and Wales during the late Middle Ages onward. 

lrish- The Irish are most genetically similar to other British groups but show trace 
contributions from Norwegian, Germanic, and Basque populations. For most of Ireland's 
recorded history, the Irish have been primarily a Gaelic people. Anglo-Normans 
conquered parts of Ireland in the 12th century, while England's 16th/17th-century 
(re)conquest and colonisation of Ireland brought a large number of English and Lowland 
Scots people to parts of the island, especially the north. Genetic research shows a strong 
similarity between the Y chromosome haplotypes of Irish men with Gaelic surnames and 
males from the area of Spain and Portugal, especially Galicia, Asturias, and Cantabria.The 
incidence of the Rib haplogroup is 70% or more in Celtic regions — Cumbria and Cornwall 
in England, the Celtic Northern region in Portugal, northern Spain, western France, and 
the Celtic Countries of Wales and Scotland in Britain. 

Genetically, the Welsh are relatively distinct from other British populations and have a 
more prominent connection to ancient Stone Age settlers of the British Isles. 


Scottish 


Orcadian 


Cornish 


Breton 


French 


Dutch 


Frisian 


Swedish 


Danish 
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Scottish- The Scottish population shares ancestral genetic markers with Scandinavian 
populations along with the English, Irish, Welsh, and Dutch groups. 

A Scottish population with around 25% of their genomes contributed from Norwegian 
populations. However, much of their DNA can be attributed to pre - Viking groups. 

The Cornish population is found in southwest England and forms a distinct genetic cluster 
when compared to other groups within the British Isles. 

Bretons are a Celtic ethnic group native to the region of Brittany within France. They are 
closely related to populations within the British Isles. 

The Western European populations within countries such as Germany and France are 
highly admixed and also correspond to Germanic populations in Scandinavia due to a 
long history of migration between the regions. It is extremely hard to differentiate 
French genetic signatures from surrounding countries, as the regions of the southern 
Netherlands, western Germany, and southern England all have populations that are 
interspersed heavily with French genetic signatures. 

The Dutch population which you matched the most closely with originate in the south of 
the Netherlands, which historically was slightly genetically separate from the north of the 
country based on the Catholic south versus Protestant north social divisions. High rates 
of admixture are seen with neighboring countries. 

The Frisians are a Germanic ethnic group found in Friesland and Groningen in the 
Netherlands and East Frisia/ North Frisia in Germany. Frisians are almost genetically 
identical to populations in central England due to historical migratory patterns. 

The Swedes are a north Germanic ethnic group native to Sweden. Populations in 
Germany and Sweden share a long history of admixture due to Viking tribes from Sweden 
colonizing the region and further reaches of the Baltic. Your Swedish component could 
also be mixed with Norwegian, as the two countries have always shared a high degree of 
admixture and migration to other regions, notably the Viking conquests of the British 
Isles and further expansion into other regions adjacent to the Baltic. Swedish Vikings 
mainly travelled east and south, going to Finland, the Baltic countries, Russia, Belarus, 
and Ukraine. In recent times, genetic analysis has demonstrated a strong connection 
between Swedes and other Germanic ethnic groups. Your Swedish component could also 
be mixed with Norwegian, as the two countries have always shared a high degree of 
admixture and migration to other regions, notably the Viking conquests of the British 
isles and further expansion into other regions adjacent to the Baltic. 

The Danish population shows strong links to Norwegians and Swedes due to a shared 
Viking lineage. Danish individuals also show close genetic proximity to samples from 
Great Britain, The Netherlands, Germany, and Poland. 
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Your Archaic Human Admixture Results: 


This section of the report details information on what percentage of your genome matches with 
genetic variants of known Neanderthal and Denisovan origin. 


You share the following percentages of your DNA with Modern Humans, Neanderthal 
samples, and Denisovan samples. These values are within the average normal human 
range. 


Modern 
ia Neanderthal Denisovan 
Human 
98.3% 1.7% 0.0% 


Modern Human 98.3% 





Neanderthal 1.7% 


Denisovan} 0.0% 


0.0% 25.0% 50.0% 75.0% 100.0% 
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Neanderthals are an extinct species or subspecies of archaic humans in the genus 
Homo, who lived in Eurasia until 40,000 years ago. 

Currently earliest fossils of Neanderthals in Europe are dated between 430,000 to 450,000 years 
ago, and thereafter Neanderthals expanded into Southwest and Central Asia. 





Early Neanderthal range shown in blue and later range in green. 


Compared to modern humans, Neanderthals were stockier, with shorter legs and bigger 
bodies. In conformance with Bergmann's rule, this likely was an adaptation to preserve heat in 
cold climates. Male and female Neanderthals had cranial capacities within the range of the 
values for anatomically modern humans. Males stood 164 to 168 cm (65 to 66 in) and females 
152 to 156 cm (60 to 61 in) tall. 

Since 2010, there has been growing evidence for admixture between Neanderthals and 
anatomically modern humans. This admixture is reflected in the genomes of modern European 
and Asian populations, but not in the genomes of most sub-Saharan Africans. This suggests 
that interbreeding between Neanderthals and anatomically modern humans took place after 
the recent "out of Africa" migration, likely between 60,000 and 40,000 years ago. 


Both Neanderthals and anatomically modern humans were initially thought to have evolved 
from Homo erectus between 300,000 and 200,000 years ago. H. erectus had emerged around 
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1.8 million years ago, and had long been present, in various subspecies throughout Eurasia. 
The time of divergence between archaic Homo sapiens and ancestors of Neanderthals and 
Denisovans caused by a population bottleneck of the latter was dated at 744,000 years ago, 
combined with repeated early admixture events and Denisovans diverging from Neanderthals 
300 generations after their split from Homo sapiens. 


The genomes of all non-Africans include portions that are of Neanderthal origin, a share 
estimated in 2014 to 1.5-2.1% and is absent in Sub-Saharan Africans. The two percent of 
Neanderthal DNA in Europeans and Asians is not the same in all Europeans and Asians: in all, 
approximately 20% of the Neanderthal genome appears to survive in the modern human gene 
pool. While some modern human nuclear DNA has been linked to the extinct Neanderthals, no 
mitochondrial DNA of Neanderthal origin has been detected, which in primates is always 
maternally transmitted. This observation has prompted the hypothesis that whereas female 
humans interbreeding with male Neanderthals were able to generate fertile offspring, the 
progeny of female Neanderthals who mated with male humans were either rare, absent or 
sterile. 

Sequencing of the genome of a Denisovan, a distinct but related archaic hominin, from the 
Denisova cave in the Siberian Altai region has shown that 17% its genome represents 
Neanderthal DNA. Other studies have indicated population gene flow between Neanderthal 
and Denisovan populations. 

Modern humans co-existed with them in Europe starting around 45,000 years ago and perhaps 
even earlier. Neanderthals inhabited that continent long before the arrival of modern humans. 
Multiple hypotheses have been formulated for the extinction of Neanderthals, including the 
hypothesis that diseases introduced by modern humans devastated Neanderthal populations 
and that modern humans either assimilated Neanderthal populations or outcompeted them for 
resources. 
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Understanding Your Ancestry Composition Results: 


Your results reflect which populations your ancestors belonged to before the widespread 
migrations of the past several hundred years. However, these results also reflect the current 
locations of populations which share some of your ethnic genetic markers. While a family tree 
may indicate your ancestral countries of origin, DNA reveals their approximate ethnic makeup 
and may uncover past migrations, heritage, or hidden ancestral lineages. It is recommended 
that you use your genetic reports together with your family history to build a complete 
understanding of your ancestry. 

Your raw DNA data file reveals your autosomal DNA data which is passed down from both sides 
of your family. The ancestral composition reports utilize both overall geographic population 
references and specific regional population references. Your DNA data is first matched to 
generalized regional populations before being assessed for matches to more localized and 
specific ethnic populations. There are some genetic ancestries that are inherently difficult to tell 
apart, typically because the people in those regions mixed throughout history or have a shared 
history, or we might not have had enough data to tell them apart. 

Oftentimes, certain populations are especially difficult to discern because they share a common 
history. If you have genetic ancestry from one of these populations, it may be labeled in a more 
broad category or labeled as one ethnic group versus the other. Examples of this include closely 
related ethnic groups, such as Irish and Scottish, Belgian and Dutch, French and German, Italian 
and Greek, etc. If you receive a broad category classification, it indicates that these DNA 
segments matched reference data from a relatively wider set of ancestral populations. 


In some cases, your ancestry may display the effects of political history versus population 
history, such as when members of one population live in areas outside of their original region. 
An illustration of this would be if your grandfather was French due to having lived in France, but 
was actually genetically Russian since he descended from Russians living in France. 


Genetic inheritance from your ancestors is also randomized, so you may actually end up 
inheriting some or none of any particular ancestor's genes. The farther back in your history you 
look, the less likely you are to have inherited DNA directly from every single one of your 
ancestors. For example, this indicates you can be descended directly from a Native American 
ancestor without actually having a DNA test display Native American ancestry. 
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Frequently Asked Questions: 


Why is my composition different than the composition for my sibling? 


Only identical twins inherit the same segments of DNA from both parents. If you are not an 
identical twin, you have received different segments of DNA from each of your parents. 
Generally with non identical siblings, 50% of your DNA is different than your sibling's. These 
differences can lead to siblings being assigned different ancestries than one another. 


Why isn't an expected ancestry included in my composition? 


We try to assign your DNA to the closest match possible after referencing all possible matches. 
However, due to population genetics and migration, many population groups are almost 
indistinguishable at the genetic level. 


Conclusion 


We hope you found this report to be highly informative. For further information, we suggest 
researching further types of DNA testing. Both maternal and paternal line DNA testing are 
available on several sites and will help to clarify your possible origins even further. For example, 
with Y chromosome testing, the heritage of the male lineage is explored, whereas with 
mitochondrial DNA testing, the heritage of the maternal side of the family is examined. Further 
clarity is always hoped for by taking these steps; however, it is also important to note the 
limitations of DNA testing to deduce ancestry and at times a family tree combined with various 
types of DNA testing is necessary to ascertain accurate admixture results. Please feel free to 
email us at admin@ethnogene.com if you have any further questions or comments. 
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Appendix A. 


List of Geographic Regions and Brief Descriptions 


4 


British Isles - Covers the modern day regions of Great Britain and Ireland. These groups are 
closely related to populations in the Southeastern Europe, Scandinavian, and Western and 
Central European genetic clusters. Anatomically modern humans arrived on the British Isles 
around 40,000 years ago by crossing a land bridge which connected this region to continental 
Europe. Early hunter-gatherer populations were able to move freely throughout this area until 
around 6000 BCE when melting ice sheets induced a rise in global sea levels erasing the land 
connection between the British Isles and mainland Europe. Due to extensive trade with 
surrounding areas, admixture occurred between these populations, further creating genetic 
connections with populations in the West and Central Europe cluster and areas of 
Scandinavia. 


. Scandinavia - The Scandinavia cluster consists of present day Norway, Sweden, and 


Denmark. Due to the remaining ice sheets from the last Ice Age, modern humans did not 
permanently settle in this region until roughly 9000 BCE. During this time, Denmark and 
Sweden were connected via a land bridge that enabled migration from continental Europe to 
the Scandinavian Peninsula roughly 13,000 years ago. These early hunter-gatherer 
populations settled along the waterways—lakes, marshes, and rivers. By around 2500 BCE, 
local groups in this region had started farming and subsequently created robust trade 
connections with continental European groups. These were particularly strong with 
populations along the Danube River basin ranging from modern day Moldova, south to the 
Roman Empire, and west to the area which would become Germany. 


Finland - Throughout Finland’s history, the populations within this region were mainly isolated 
and retained a degree of unique culture which wasn't affected by invading populations. 
However, clear genetic links can be seen with Finnish populations and surrounding 
Scandinavian and Russian populations due to the prior invasions and periods of occupation. 
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. Western and Central Europe - The West and Central Europe cluster consists of present day 
countries of France, Belgium, Netherlands, Luxembourg, Switzerland, Austria, Czech 
Republic, and Germany. Modern humans began to populate West and Central Europe after 
the end of the last Ice Age and retreat of the ice sheets. This genetic region saw gradual 
expansion and exchange with almost all of the major European genetic groups. 


. Southeastern Europe - The Southeastern Europe cluster consists of present day populations 
from the areas of Italy, Greece, and the western Balkan states from Bulgaria to Croatia. 
Modern populations in the Southeast Europe genetic cluster show some of the highest rates 
of genetic relatedness to the second wave of migrants into Europe at around 11,000 years 
ago. This region gradually increased trade and migration with other Mediterranean regions 
and shows clear genetic links to both northern European populations and populations within 
Asia Minor, North Africa, and the Western Middle East region. 


. Eastern Europe - The Eastern European genetic region consists of an area which 
encompasses modern day Latvia, south to Ukraine, Romania, and the northern part of 
Bulgaria, west along the eastern edge of the Balkan states to Poland and the eastern half of 
Germany. The East Europe cluster sits on two prominent trade routes, which resulted in a 
high degree of migration. The genes of populations within this group were shaped by the 
water trade routes from Scandinavia and from the Baltic to the Black Sea. This region is also 
somewhat inclusive of populations from the Steppe region, connecting Eastern Europe to 
Russia, Asia Minor, and the Eastern Middle East. 


. Iberia - The Iberia cluster consists of present day Spain and Portugal. This group shares a 
common genetic heritage with parts of Western and Central Europe, the British Isles, 
Southeast Europe due to the settlement of Germanic and Celtic tribes. Modern day 
populations throughout South and Central America and the Caribbean also share a strong 
genetic heritage from the Iberia genetic cluster. 


. North and Central America - The North and Central America cluster consists of present day 
Native American populations that span from southeastern Alaska down through the western 
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half of the United States and end approximately between Nicaragua and Panama. 
Populations within this cluster are descendants of the first migrations from Siberia that moved 
into the Americas via the Bering Land Bridge roughly 15,000-—23,000 years ago. 


9. South America - The South American genetic cluster is found in present day Native 
populations who inhabit Cuba, the Caribbean islands, the regions south of Nicaragua down to 
Argentina. Groups in the South America cluster are descendants of the Early Siberian 
populations who came across the Bering Land Bridge connecting North East Asia with Alaska 
around 15,000—23,000 years ago. These groups migrated south and split into two groups 
roughly 13,000 years ago. The first of these groups stayed in the regions of North and Central 
America while the second group moved into the South American region. 


10. Western Middle East- The Western Middle Eastern genetic group is composed of present day 
populations from regions along the Eastern border of Egypt, Jordan, Israel, Lebanon, and 
Palestine. Humans within the West Middle East and East Middle East clusters were among 
the first groups to migrate out of the African continent at around 100,000 years ago. 


11.Eastern Middle East - The East Middle East cluster consists of regions that range from the 
southern coast of the Caspian Sea in Iran to Oman, Saudi Arabia, and Yemen. Modern 
humans arrived in this region roughly 100,000 years ago and established several civilizations 
in the Mesopotamian region. 


12. Asia Minor - The Asia Minor genetic cluster encompasses modern day Turkey and Armenia. 
Due to extensive trade, they share high genetic interrelatedness with populations throughout 
the Mediterranean, specifically the Western Middle East, the Balkans, Greece, and Southern 
Italy. 
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13. North Africa - The North African genetic cluster is comprised of present day populations in 
Tunisia, Morocco, and Algeria. Due to the Atlas mountain range that runs through, the North 
Africa cluster remained geographically separated from other African regions for most of its 
past. 


14. Eastern Central Africa - The East Central African genetic cluster consists of populations from 
present day Ethiopia, the southern region of Somalia, Sudan, South Sudan, Uganda, Kenya, 
Zambia, Tanzania, and the eastern side of the Democratic Republic of the Congo. Humans 
have inhabited this region for millenia, and groups specifically in the region of Lake Victoria 
experienced a large amount of growth when conditions became favorable for farming 
settlements around 1000 CE. Throughout history, huge amounts of trade were seen between 
this region and areas of South Asia, China, the Middle East, and Rome. 


15. South Central Africa - The South Central Africa cluster consists of present day South Africa, 
Lesotho, Botswana, Namibia, Zimbabwe, Angola, Zambia, and the southern half of the 
Democratic Republic of Congo. Due to inhospitable conditions prior to the beginning of the 
common era, hunter gatherer tribes predominated within this region. These were pushed out 
at around 100,000 BCE by nomadic pastoralists. Gradually, farming and iron working 
developed and large civilizations such as Great Zimbabwe were formed which traded with 
cities throughout Asia and the Middle East. 


16. West Africa - The West Africa cluster spans the western coast of Africa, including present day 
Chad, Niger, Nigeria, Mali, Cameroon, Senegal, Ghana, Benin, Togo, Sierra Leone, and 
several other countries. A large expansion of Bantu groups from this region into other African 
regions solidified a change between a pastoral lifestyle and settlements based on farming and 
iron working practices. Urbanization and trade subsequently spread, allowing for the spread of 
genes into Southern and Eastern African regions. Due to later migration of West African 
populations, many countries throughout North America, South America, and the Caribbean 
now share strong genetic links to these populations. 
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17. Northern South Asia - This cluster consists of present day Pakistan, Kashmir, Northern India, 
and Western Nepal. Artifacts predating 45,000 years ago which indicate human settlement 
have been found in this area, and trade with neighboring regions allowed for several large 
civilizations to grow throughout this region. Until around 4,200 years ago, this region was 
genetically mainly separated from populations in the southern Indian region and instead 
closer to other neighboring genetic populations. However, modern day South Asian 
populations now share an admixture between these ancient ancestral north and south Indian 
populations. 


18. Southern South Asia - The Southern South Asian genetic region is comprised of present day 
Southern India and Sri Lanka. Until around the 6th century BCE, peninsular India and Sri 
Lanka were connected by land, allowing modern humans to migrate into both areas at around 
34,000 years ago. Due to migration, these areas also share close genetic affinity with modern 
day Melanesian groups. 


19. Siberia - Humans migrated into the region which now encompasses Siberia at around 40,000 
years ago after melting ice sheets allowed access to the area. These ancient hunter-gatherer 
populations dispersed across Siberia with some tribes continuing eastward along the Bering 
Land Bridge to expand into the Americas at around 15,000-—23,000 years ago. Due to this, 
Siberian and Native American populations still share a high degree of genetic affinity. 


20. Northeast Asia - The Northeast Asian genetic cluster includes the modern day countries of 
China, Mongolia, Japan, Korea, Siberia, and Kazakhstan. Humans are believed to have 
arrived in this region of East Asia via two possible routes which included a coastal route 
leading from the eastern regions of Africa and an early continental migration of hunter 
gatherer groups through western Eurasia. 


21.Southeast Asia - The Southeast Asian genetic cluster is primarily comprised of present day 
populations from Southeast China, Burma, Vietnam, Cambodia, and Laos. This also extends 
partially to the Philippines, Taiwan, Malaysia, and islands such as Sumatra and Borneo. 
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Humans moved into this region at around 40,000 years ago. From here, they moved across 
the Indian Ocean back towards Africa, settling in Madagascar between 100 and 700 CE and 


also across the Oceanic region. 


22. Oceania - The Oceania genetic cluster consists of modern era populations from Australia, 
New Guinea, the Solomon Islands, New Britain Island, Timor-Leste, and Flores Islands. 
Modern humans arrived in this cluster roughly 45,000 years ago and spread eastward from of 
Southeast Asia. Due to expansive polar glaciers, sea levels were much lower than present 
day and allowed for humans to easily cross between these regions. Because of extensive 
trade and migration, clear genetic links can be seen with the South Asian region. 
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Disclaimer 


EthnoGene provides genetic assessment services for research or investigational use. EthnoGene.com is a place 
where you can learn more about your genome. The website is run by the EthnoGene.com team and is based in the 
United States. The purpose of EthnoGene.com is to enable you to learn more about your DNA. Our goal is to help 
members interpret their data by using a huge array of reference populations and information. We want to deliver 
you as many specifics as possible about information found after assessing your genome. We are committed to 
accuracy; however, due to the nature of human migration throughout the centuries, your genes may match more 
closely to other populations than the ones you were expecting. Thus, this process entails a high degree of 
inaccuracy. Heritage information inferred from examining the genome is most accurate on the continental level, 
and is always uncertain on a more specific regional or ethnic level. This is inevitable, but we will try to make your 
report as accurate to the best of our ability. 


The analysis and comparison results presented on this Site are provided ‘as is' and no representations are made 
regarding their accuracy or usability. Changes in software and analysis tools may be made from time to time that 
could change results from those previously provided. We do not make any promises about: (a) the functionality of 
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